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<220> 

<221> MOD_RES 

<222> (866) 

<223> Xaa = unknown 

<220> 

<221> MOD_RES 
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<400> 1 

Met Val Asn Arg Leu Ser lie Pro Lys Pro Asn Leu Asn Ser Thr Gly 
15 10 15 

Val Asn Met Met Ser Ser Val His Leu Gin Gin Asn Asn Tyr Gly Val 

20 25 30 



Lys Ser Val Gly Gin Gly Tyr Ser Val Gly Gin Ser Met Arg Leu Gly 
35 40 45 
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Leu Gly Gly Asn Ala Pro Val Ser He Pro Gin Gin Ser Gin Ser Val 
50 55 60 

Lys Gin Leu Leu Pro Ser Gly Asn Gly Arg Ser Tyr Gly Leu Gly Ser 
65 70 75 ~ 80 

Glu Gin Arg Ser Gin Ala Pro Ala Arg Tyr Ser Leu Gin Ser Ala Asn 
85 90 95 

Ala Ser Ser Leu Ser Ser Gly His Leu Lys Ser Pro Ser Leu Ser His 
100 105 ' 110 

Ser Gin Ala Ser Arg Val Leu Gly Gin Ser Ser Ser Lys Pro Ala Ala 
115 120 125 

Ala Ala Thr Gly Pro Pro Pro Gly Asn Thr Ser Ser Thr Gin Lys Trp 
130 135 "140 

Lys He Cys Thr He Cys Asn Glu Leu Phe Pro Glu Asn Val Tyr Ser 
145 150 155. 160 

Val His Phe Glu Lys Glu His Lys Ala Glu Lys Val Pro Ala Val Ala 
165 170 175 

Asn Tyr He Met Lys lie His Asn Phe Thr Ser Lys Cys Leu Tyr Cys 
180 185 190 

Asn Arg Tyr Leu Pro Thr Asp Thr Leu Leu Asn His Met Leu He His 
195 200 205 

Gly Leu Ser Cys Pro Tyr Cys Arg Ser Thr Phe Asn Asp Val Glu Lys 
210 215 220 

Met Ala Ala His Met Arg Met Val His He Asp Glu Glu Met Gly Pro 
225 230 235 240 

Lys Thr Asp Ser Thr Leu Ser Phe Asp Leu Thr Leu Gin Gin Gly Ser 
245 250 255 

His Thr Asn He His Leu Leu Val Thr Thr Tyr Asn Leu Arg Asp Ala 
260 265 270 

Pro Ala Glu Ser Val Ala Tyr His Ala Gin Asn Asn Pro Pro Val Pro 
275 280 285 

Pro Lys Pro Gin Pro Lys Val Gin Glu Lys Ala Asp He Pro Val Lys 
290 295 300 

Ser Ser Pro Gin Ala Ala Val Pro Tyr Lys Lys Asp Val Gly Lys Thr 
305 310 315 320 

Leu Cys Pro Leu Cys Phe Ser He Leu Lys Gly Pro He Ser Asp Ala 
325 330 335 



Leu Ala His His Leu Arg Glu Arg His Gin Val He Gin Thr Val His 
340 345 350 



Pro Val Glu Lys Lys Leu Thr Tyr Lys Cys He His Cys Leu Gly Val 
355 360 365 
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Tyr Thr Ser Asn Met Thr Ala Ser Thr He Thr Leu His Leu Val His 
370 375 380 

Cys Arg Gly Val Gly Lys Thr Gin Asn Gly Gin Asp Lys Thr Asn Ala 
385 390 3 95 ~ 4 00 

Pro Ser Arg Leu Asn Gin Ser Pro Ser Leu Ala Pro Val Lys Arg Thr 
405 410 ' 415 

Tyr Glu Gin Met Glu Phe Pro Leu Leu Lys Lys Arg Lys Leu Asp Asp 
420 425 430 

Asp Ser Asp Ser Pro Ser Phe Phe Glu Glu Lys Pro Glu Glu Pro Val 
435 440 445 

Val Leu Ala Leu Asp Pro Lys Gly His Glu Asp Asp Ser Tyr Glu Ala 
450 45.5 460 

Arg Lys Ser Phe Leu Thr Lys Tyr Phe Asn Lys Gin Pro Tyr Pro Thr 
465 ' 470 475 480 

Arg Arg Glu lie Glu Lys Leu Ala Ala Ser Leu Trp Leu Trp Lys Ser 
485 490 495 

Asp He Ala Ser His Phe Ser Asn Lys Arg Lys Lys Cys Val Arg Asp 
500 505 " 510 

Cys Glu Lys Tyr Lys Pro Gly Val Leu Leu Gly Phe Asn Met Lys Glu 
515 ^ 520 525 

Leu Asn Lys Val Lys His Glu Met Asp Phe Asp Ala Glu Trp Leu Phe 
530 535 540 

Glu Asn His Asp Glu Lys Asp Ser Arg Val Asn Ala Ser Lys Thr Ala 
545 '550 555 560 

Asp Lys Lys Leu Asn Leu Gly Lys Glu Asp Asp Ser Ser Ser Asp Ser 
565 570 575 

Phe Glu Asn Leu Glu Glu Glu Ser Asn Glu Ser Gly Ser Pro Phe Asp 
580 585 590 

Pro Val Phe Glu Val Glu Pro Lys He Ser Asn Asp Asn Pro Glu Glu 
595 600 605 

His Val Leu Lys Val lie Pro Glu Asp Ala Ser Glu Ser Glu Glu Lys 
610 615 620 

Leu Asp Gin Lys Glu Asp Gly Ser Lys Tyr Glu Thr He His Leu Thr 
625 ~ 630 ~ 635 640 

Glu Glu Pro Thr Lys Leu Met His Asn Ala Ser Asp Ser Glu Val Asp 
645 650 655 

Gin Asp Asp Val Val Glu Trp Lys Asp Gly Ala Ser Pro Ser Glu Ser 
660 665 670 



Gly Pro Gly Ser Gin Gin Val Ser Asp Phe Glu Asp Asn Thr Cys Glu 
67 5 680 68 5 
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Met Lys Pro Gly Thr Trp Ser Asp Glu Ser Ser Gin Ser Glu Asp Ala 
690 695 700 

Arg Ser Ser Lys Pro Ala Ala Lys Lys Lys Ala Thr Met Gin Gly Asp 
705 710 715 720 

Arg Glu Gin Leu Lys Trp Lys Asn Ser Ser Tyr Gly Lys Val Glu Gly 
725 730 735 

Phe Trp Ser Lys Asp Gin Ser Gin Trp Lys Asn Ala Ser Glu Asn Asp 
740 745 750 

Glu Arg Leu Ser Asn Pro Gin lie Glu Trp Gin Asn Ser Thr lie Asp 
755 760 765 

Ser Glu Asp Gly Glu Gin Phe Asp Asn Met Thr Asp Gly Val Thr Glu 
770 775 780 

Pro Met His Gly Ser Leu Ala Gly Val Lys Leu Ser Ser Gin Gin Ala 
785 790 795 800 

Xaa Val Pro Gly Ser Leu Ala Leu Val Thr Cys Cys Ser Leu Glu Leu 
805 810 815 

Xaa Ser Pro Val Xaa Leu Gin Ser Gys Leu Leu Thr Gly Thr Ala Leu 
820 825 830 

Xaa Val Leu Val Gly Leu Trp Gly Met Trp Pro Leu Gin Phe Gin Trp 
835 840 845 

Leu Phe Leu Ser Leu Xaa Gin Asp Arg Leu Phe Leu Leu Gin Asn Leu 
850 855 860 

Leu Xaa Gin Thr Arg Xaa Leu Asn Val Lys Asn Gin Xaa Ala Gly Asp 
865 870 875 880 

Ser Xaa lie Leu Thr Arg Lys Ser Arg Gly Leu Phe Leu Ser Ala Phe 
885 890 895 

Ser Thr Phe Leu Ser Leu Cys Glu Met lie Gly Gin Met Ser Leu Arg 
900 905 910 . 

Ser Val Lys Leu lie His Met Val Val Xaa Gly Gin" His Thr Ser Tyr 
915 920 925 

Gin Ser Asn Val Tyr Ser Arg Leu Trp Glu Lys Arg Phe Phe Phe Met 
930 935 940 

Tyr Ser Phe Xaa He Val Glu Met Tyr He Cys Thr Val Phe Xaa Thr 
945 950 955 960 

Tyr Ser Lys Xaa Cys Ser Xaa Ser Cys Tyr Cys Val Pro He He Asp 
965 970 975 

Phe Phe Phe Xaa Cys Cys Pro Cys Cys Val He Asn Ala Leu Ser Ser 
980 985 990 



Leu Pro Ser Lys Ser Ser Lys Leu 
995 1000 
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<210> 2 
<211> 4874 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> H3' human activity dependent neurotrophic factor 
III { ADNF III) cDNA clone 



<400> 2 
atggtgaatc 


gactctcaat 


accaaagcct 


aacttaaatt 


ctacaggagt 


caacatgatg 


60 


tccagtgttc 


atctgcagca 


gaacaactat 


ggagtcaaat 


ctgtaggcca 


gggttacagt 


120 


gttggtcagt 


caatgagact 


gggtctaggt 


ggcaacgcac 


cagtttccat 


tcctcaacaa 


180 


tctcagtctg 


taaagcagtt 


acttccaagt 


ggaaacggaa 


ggtcttatgg 


gcttgggtca 


240 


gagcaaaggt 


cccaagcacc 


agcaagatac 


tccctgcagt 


ctgctaatgc 


ctcttctctc 


300 


tcatcgggcc 


acttaaagtc 


tccttccctc 


tctcattcac 


aggcatctag 


agtgttaggt 


360 


cagtccagtt 


ccaaacctgc 


tgcagctgcc 


acaggccctc 


ccccaggtaa 


cacttcctca 


420 


actcaaaagt 


ggaaaatatg 


tacaatctgt 


aatgagcttt 


ttcctgaaaa 


tgtctatagt 


480 


gtgcacttcg 


aaaaagaaca 


taaagctgag 


aaagtcccag 


cagtagccaa 


ctacattatg 


540 


aaaatacaca 


attttactag 


caaatgcctc 


tactgtaatc 


gctatttacc 


cacagatact 


600 


ctgctcaacc 


atatgttaat 


tcatggtctg 


tcttgtccat 


attgccgttc 


aactttcaat 


660 


gatgtggaaa 


agatggccgc 


acacatgcgg 


atggttcaca 


ttgatgaaga 


gatgggacct 


720 


aaaacagatt 


ctactttgag 


ttttgatttg 


acattgcagc 


agggtagtca 


cactaacatc 


780 


catctcctgg 


taactacata 


caatctgagg 


gatgccccag 


ctgaatctgt 


tgcttaccat 


840 


gcccaaaata 


atcctccagt 


tcctccaaag 


ccacagccaa 


aggttcagga 


aaaggcagat 


900 


atccctgtaa 


aaagttcacc 


tcaagctgca 


gtgccctata 


aaaaagatgt 


tgggaaaacc 


960 


ctttgtcctc 


tttgcttttc 


aatcctaaaa 


ggacccatat 


ctgatgcact 


tgcacatcac 


1020 


ttapaacracra 

V- U-4. W CA <--A VJ 


ggcaccaagt 


tat t cagacg 


gtt catccag 


t tgagaaaaa 


gctcacctac 


1080 


aaatgtatcc 


attgccttgg 


tgtgtatacc 


agcaacatga 


ccgcctcaac 


tatcactctg 


1140 


catctagttc 


actgcagggg 


cgttggaaag 


acccaaaatg 


gccaggataa 


gacaaatgca 


1200 


ccctctcggc 


ttaatcagtc 


tccaagtctg 


gcacctgtga 


agcgcactta 


cgagcaaatg 


1260 


gaatttccct 


tactgaaaaa 


acgaaagtta 


gatgatgata 


gtgattcacc 


cagcttcttt 


1320 


gaagagaagc 


ctgaagagcc 


tgttgtttta 


gctttagacc 


ccaagggtca 


tgaagatgat 


1380 


tcctatgaag 


ccaggaaaag 


ctttctaaca 


aagtatttca 


acaaacagcc 


ctatcccacc 


1440 


aggagagaaa 


ttgagaagct 


agcagccagt 


ttatggttat 


ggaagagtga 


catcgcttcc 


1500 


cattttagta 


acaaaaggaa 


gaagtgtgtc 


cgtgattgtg 


aaaagtacaa 


gcctggcgtg 


1560 
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tctgaaatct 
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aatcacatgc 


aagaattgac 


tttgcagcta 


ctaattttga 


3240 


caccttttag 


atctgtataa 


aagtgtgttg 


tgttgaagca 


gcaaaccaat 


gagtgctgca 


3300 


ttttggatat 


ttagttttat 


ctttagttca 


acaccatcat 


ggtggattca 


tttataccat 


3360 


ctaatatatg 


acacactgtt 


gtagtatgta 


taattttgtg 


atctttattt 


tccctttgta 


3420 
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ttcattttaa 


gcatctaaat 


aaattgctg't 


attgtgctta 


atgtaaaaaa 


aaaaaaaaaa 


3480 


aaactcgacc 


gtgtgggatg 


aggccgagca 


agatggaatt 


ggggaggagg 


tgctcaagat 


3540 


gtccacggag 


gagatcatcc 


agcgcacacg 


gctgctggac 


agtgagatca 


agatcatgaa 


3600 


gagtgaagtg 


ttgagagtca 


cccatgagct 


ccaagccatg 


aaggacaaga 


taaaagagaa 


3660 


cagtgagaaa 


atcaaagtga 


acaagaccct 


gccgtacctt 


gtctccaacg 


tcatcgagct 


3720 


cctggatgtt 


gatcctaatg 


accaagagga 


ggatggtgcc 


aatattgacc 


tggactccca 


3780 


gaggaagggc 


aagtgtgctg 


tgatcaaaac 


ttttacacga 


cagacgtact 


tccttcctgt 


3840 


gattgggttg 


gtggatgctg 


aaaagctaaa 


gccaggagac 


ctggtgggtg 


tgaacaaaga 


3900 


ctcctatctg 


atcctggaga 


cgctgcccac 


agagtatgac 


tcgcgggtga 


aggccatgga 


3960 


ggtagacgag 


aggcccacgg 


agcaatacag 


tgacattggg 


ggtttggaca 


agcagatcca 


4020 


ggagctggtg 


gaggccattg 


tcttgccaat 


gaaccacaag 


gagaagtttg 


agaacttggg 


4080 


gatccaacct 


ccaaaagggg 


tgctgatgta 


tgggccccca 


gggacgggga 


agaccctcct 


4140 


ggcccgggcc 


tgtgccgcac 


agactaaggc 


caccttccta 


aagctggctg 


gcccccagct 


4200 


qgtgcagatg 


tttcattgga 


gatggtgcca 


agctagtccg 


ggatgccttt 


gccctggcca 


4260 


aggagaaagc 


gccctctatc 


atcttcattg 


atgagttgga 


tgccatcggc 


accaagcgct 


4320 


ttgacagtga 


gaaggctggg 


gaccgggagg 


tgcagaggac 


aatgctggag 


cttctgaacc 


4380 


agctggatgg 


cttccagccc 


aacacccaag 


ttaaggtaat 


tgcagccaca 


aacagggtgg 


4440 


acatcctgga 


ccccgccctt 


cttcccgttc 


gggccgcctt 


gaccgcaaga 


tagagttccc 


4500 


gatgcccaat 


gaggaggccc 


gggccagaat 


catgcagatc 


cactcccgaa 


agatgaatgt 


4560 


cagtcctgac 


gtgaaatacg 


aggagctggc 


ccgctgcaca 


gatgaattca 


atggggccca 


4620 


qtgcaaggct 


gtgtgtgtgg 


aggcgggcat 


gatcgcantg 


cgcaggggtg 


ccacggagct 


4680 


cacccacgag 


gactacatgg 


aaggcattct 


ggaggtgcag 


gccaagaaga 


aagccaacct 


4740 


acaatactac 


gcctagggca 


cacaggccag 


ccccagtttc 


acggctgaag 


tgcgcaataa 


4800 


aagatggttt 


agggtcaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


4860 


aaaaaaaaaa 


aaaa 










4874 



<210> 3 

<211> 806 

<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse activity dependent neurotrophic factor III 
( ADNF III) cDNA clone 



\ 
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<400> 3 

Met Val Asn Arg Leu Ser He Pro Lys Pro Asn Leu Asn Ser Thr Gly 
1 " 5 * 10 15 

Val Asn Met Met Ser Asn Val His Leu Gin Gin Asn Asn Tyr Gly Val 

20 25 30 

Lys Ser Val Gly Gin Ser Tyr Gly Val Gly Gin Ser Val Arg Leu Gly 
35 40 45 

Leu Gly Gly Asn Ala Pro Val Ser He Pro Gin Gin Ser Gin Ser Val 
50 55 60 

Lys Gin Leu Leu Pro Ser Gly Asn Gly Arg Ser Phe Gly Leu Gly Ala 
65 70 75 80 

Glu Gin Arg Pro Pro Ala Ala Ala Arg Tyr Ser Leu Gin Thr Ala Asn 
85 90 95 

Thr Ser Leu Pro Pro Gly Gin Val Lys Ser Pro Ser Val Ser Gin Ser 
100 105 110 

Gin Ala Ser Arg Val Leu Gly Gin Ser Ser Ser Lys Pro Pro Pro Ala 
115 120 125 

Ala Thr Gly Pro Pro Pro Ser Asn His Cys Ala Thr Gin Lys Trp Lys 
130 135 140 

He Cys Thr He Cys Asn Glu Leu Phe Pro Glu Asn Val Tyr Ser Val 
145 150 155 160 

His Phe Glu Lys Glu His Lys Ala Glu Lys Val Pro Ala Val Ala Asn 
165 170 175 

Tyr He Met Lys He His Asn Phe Thr Ser Lys Cys Leu Tyr Cys Asn 
180 185 190 

Arg Tyr Leu Pro Thr Asp Thr Leu Leu Asn His Met Leu He His Gly 
195 200 205 

Leu Ser Cys Pro Tyr Cys Arg Ser Thr Phe Asn Asp Val Glu Lys Met 
210 215 220 

Ala Ala His Met Arg Met Val His He Asp Glu Glu Met Gly Pro Lys 
225 230 235 240 

Thr Asp Ser Thr Leu Ser Phe Asp Leu Thr Leu Gin Gin Gly Ser His 
245 250 255 

Thr Asn He His Leu Leu Val Thr Thr Tyr Asn Leu Arg Asp Ala Pro 
260 265 270 

Ala Glu Ser Val Ala Tyr His Ala Gin Asn Asn Ala Pro Val Pro Pro 
275 " 280 285 



Lys Pro Gin Pro Lys Val Gin Glu Lys Ala Asp Val Pro Val Lys Ser 
290 295 300 



Ser Pro Gin Ala Ala Val Pro Tyr Lys Lys Asp Val Gly Lys Thr Leu 
305 310 * 315 320 



Cys Pro Leu Cys Phe Ser lie Leu Lys Gly Pro lie 
325 330 

Ala His His Leu Arg Glu Arg His Gin Val lie Gin 
340 345 



Ser Asp Ala Leu 
335 

Thr Val His Pro 
350 



Val Glu Lys Lys Leu Thr Tyr Lys Cys lie His Cys 
355 360 



Leu Gly Val Tyr 
365 



Thr Ser Asn Met Thr Ala Ser Thr lie Thr Leu His Leu Val His Cys 
370 375 380 



Arg Gly Val Gly Lys Thr Gin Asn Gly Gin Asp Lys 
385 390 395 



Thr Asn Ala Pro 
400 



Ser Arg Leu Asn Gin Ser Pro Gly Leu Ala Pro Val 
405 . 410 

Glu Gin Met Glu Phe Pro Leu Leu Lys Lys Arg Lys 
420 425 



Lys Arg Thr Tyr 
415 

Leu Glu Glu Asp 
4 30 



Ala Asp Ser Pro Ser Cys Phe Glu Glu Lys Pro Glu 
435 440 



Glu Pro Val Val 
445 



Leu Ala Leu Asp Pro Lys Gly His Glu Asp Asp Ser Tyr Glu Ala Arg 
450 455 460 



Lys Ser Phe Leu Thr Lys Tyr Phe Asn Lys Gin Pro 
465 470 475 



Tyr Pro Thr Arg 
480 



Arg Glu lie Glu Lys Leu Ala Ala Ser Leu Trp Leu 
485 490 



Trp Lys Ser Asp 
495 



lie Ala Ser His Phe Ser Asn Lys Arg Lys Lys Cys 
500 ~ 505 



Val Arg Asp Cys 
510 



Glu Lys Tyr Lys Pro Gly Val Leu Leu Gly Phe Asn 
515 520 

Asn Lys Val Lys His Glu Met Asp Phe Asp Ala Glu 
530 535 540 

Asn His Asp Glu Lys Asp Ser Arg Val Asn Ala Ser 
545 550 555 



Met Lys Glu Leu 
525 

Trp Leu Phe Glu 



Lys Thr Val Asp 

560 



Lys Lys His Asn Leu Gly Lys Glu Asp Asp Ser Phe 
565 570 



Ser Asp Ser Phe 
575 



Glu His Leu Glu Glu Glu Ser Asn Gly Ser Gly Ser 
580 585 



Pro Phe Asp Pro 
590 



Val Phe Glu Val Glu Pro Lys lie Pro Ser Asp Asn 
595 " 600 



Leu Glu Glu Pro 
605 



Val Pro Lys Val He Pro Glu Gly Ala Leu Glu Ser Glu Lys Leu Asp 
610 615 620 



Gin Lys Glu Glu Glu Glu Glu Glu Glu Glu Glu Asp Gly Ser Lys Tyr 
625 630 635 640 



II 



Glu Thr He His Leu Thr Glu Glu Pro Ala Lys Leu Met His Asp Ala 

645 650 655 

Ser Asp Ser Glu Val Asp Gin Asp Asp Val Vai Glu Trp Lys Asp Gly 
660 665 670 

Ala Ser Pro Ser Glu Ser Gly Pro Gly Ser Gin Gin He Ser Asp Phe 
675 680 685 

Glu Asp Asn Thr Cys Glu Met Lys Pro Gly Thr Trp Ser Asp Glu Ser 
690 695 700 

Ser Gin Ser Glu Asp Ala Arg Ser Ser Lys Pro Ala Ala Lys Lys Lys 
705 710 715 720 

Ala Thr Val Gin Asp Asp Thr Glu Gin Leu Lys Trp Lys Asn Ser Ser 
725 730 * 735 

Tyr Gly Lys Val Glu Gly Phe Trp Ser Lys Asp Gin Ser Gin Trp Glu 
740 745 750 

Asn Ala Ser Glu Asn Ala Glu Arg Leu Pro Asn Pro Gin He Glu Trp 
755 760 765 

Gin Asn Ser Thr He Asp Ser Glu Asp Gly Glu Gin Phe Asp Ser Met 
770 775 780 

Thr Asp Gly Val Ala Asp Pro Met His Gly Ser Leu Thr Gly Val Lys 
785 790 795 800 

Leu Ser Ser Gin Gin Ala 
805 



<210> 4 
<211> 2421 
<212> DNA 

<213> Mus musculus 
<220> 

<223> one mouse activity dependent neurotrophic factor 
III (ADNF in) cDNA clone 

<400> 4 



atggtaaacc 


gattgtcaat 


accaaagccc 


aacttaaatt 


caacgggagt 


caacatgatg 


60 


tccaatgttc 


acctgcagca 


aaacaactat 


ggagtcaaat 


ctgtgggcca 


gagctatggt 


120 


gttggccagt 


cagtgaggct 


gggactaggt 


ggcaatgctc 


cagtttccat 


ccctcaacag 


180 


tctcagtccg 


tgaaacagtt 


acttccaagt 


gggaatggga 


ggtcttttgg 


gctaggtgct 


240 


gagcagaggc 


ccccagcagc 


agccaggtac 


tccctgcaga 


ctgccaacac 


ctctctaccc 


300 


ccaggccaag 


tgaagtctcc 


ctctgtgtct 


cagtcacagg 


catctagagt 


attaggtcag 


360 


tccagttcta 


aacctccacc 


agccgccaca 


ggccctcctc 


caagcaacca 


ctgtgccact 


420 


cagaagtgga 


aaatctgtac 


aatctgtaac 


gagcttttcc 


ctgagaatgt 


ctatagcgtt 


480 


cacttcgaaa 


aggagcataa 


agctgagaaa 


gtcccagccg 


tagctaacta 


cattatgaaa 


540 
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atacacaatt 


ttactagcaa 


atgectet ac 


tgtaatcget 


atttgectae 


agatacccta 


bUU 


ctcaaccata 


tgt taa t tea 


t ggtctgtct 


tgtccgt att 


geegt t ccac 


ct tcaatga t 


DOU 


gtagagaaga 


tggcagcaca 


catgegaatg 


gttcatattg 


atgaagagat 


ggggcctaaa 


720 


acggattcta 


ctttgagctt 


tgatttgaca 


ttgeaacagg 


gcagtcacac 


caacattcat 


780 


ctcctggtga 


ccacatacaa 


cctgagggat 


gccccggct g 


aat cagt tgc 


t taccatgcc 


8 4 0 


caaaataatg 


ccccagt tec 


tccaaagcca 


caaccaaaag 


ttcaggaaaa 


agcagatgt c 


y UU 


ccggttaaaa 


gttcacctca 


agetgeagtg 


ccctataaaa 


aagatgt tgg 


gaagaccctt 


y 6U 


tgccctcttt 


get t ttcaat 


actaaaagga 


cccatatctg 


atgeact tgc 


acatcattta 


lOzO 


cgagaaagac 


accaagttat 


tcagacagtt 


catccggttg 


agaaaaagct 


aacttacaaa 


1 AQ A 


tgtatccatt 


gccttggtgt 


gta tactagc 


aacatgacag 


cctcaaccat 


cactctgcat 


1 1 iA 

1 14 U 


ctagtccact 


gcaggggtgt 


tggaaaaacc 


cagaat ggee 


aggacaagac 


aaacgcacct 


i z u u 


tctcggctca 


atcagtctcc 


aggcctggcc 


cctgtgaagc 


geaegtatga 


gcagatggag 


i o c n 
1Z b(J 


tttccactgc 


taaaaaagcg 


gaagct ggag 


gaggatgetg 


at tcccctag 


ctget t tgaa 


i ^ o n 
1 JzU 


gagaagccag 


aagagcctgt 


tgttttagct 


ttagacccca 


agggtcatga 


agatgattct 


t o o r\ 

1 jdO 


tatgaggcta 


ggaaaagctt 


tctcacaaag 


tacttcaaca 


aacagcccta 


tcccaccagg 


14 4 0 


agagaaattg 


agaagttagc 


tgecagtcta 


tggctatgga 


agagtgacat 


tgcctcccat 


lbUO 


ttcagtaaca 


agaggaagaa 


gtgtgtccgc 


gactgtgaaa 


agt acaagee 


tggtgtgctg 


1 c tz c\ 


ctaggtttta 


acatgaaaga 


attaaataaa 


gtcaaacacg 


agatggattt 


tgatgetgag 


1 b^U 


tggctgtttg 


aaaatcacga 


tgagaaagac 


tcaagagtca 


atgctagcaa 


gactgttgac 


1 DO U 


aaaaagcata 


accttgggaa 


agaagatgat 


agct tctcag 


atagttttga 


acatt tggaa 


1 / 4U 


gaagaatcca 


atggaagcgg 


gagtcctttt 


gaccctgtct 


t tgaagt tga 


gectaaaatt 


louu 


cccagtgata 


atttagagga 


gcctgtaccg 


aaggttattc 


cggaaggtgc 


tttggaatct 


1 Q cl n 
lobU 


gagaagctag 


accaaaaaga 


ggaggaggag 


gaggaggagg 


aggaggatgg 


tt caaaa tat 


i y z u 


gaaactatcc 


atttgactga 


ggaaccagcc 


aaat taatgc 


a tgatgeetc 


tgatagtgag 


i QOA 

i you 


gtagaccaag 


atgatgtagt 


tgagtggaaa 


gatggtgct t 


caccatctga 


gagtgggcct 


on/in 
ZU4 U 


ggttcccaac 


aaatctcaga 


ctttgaggat 


aatacatgtg 


aaatgaaacc 


aggaacctgg 


Z 1 u u 


tctgatgagt 


cttcccagag 


tgaagatgea 


aggagcagta 


agccagctgc 


caaaaaaaag 


Z 1 OU 


gctacagtgc 


aagatgacac 


agagcagtta 


aaatggaaga 


atagttccta 


tggaaaagtt 


2220 


gaagggtttt 


ggtccaagga 


ccagtcacag 


tgggaaaatg 


catctgagaa 


tgeagagege 


2280 


ttaccaaacc 


cacagattga 


gtggcagaat 


agcacaattg 


acagtgagga 


eggggagcag 


2340 


tttgacagca 


tgactgaegg 


agttgctgat 


cccatgcatg 


gcagcttaac 


tggagtgaag 


2400 



ctgagcagcc agcaagcctg a 



<210> 5 

<211> 9 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence : ADNF- 9 active 
peptide antigen 

<400> 5 - 

Ser Ala Leu Leu Arg Ser lie Pro Ala 
1 5 



<210> 6 
<211> 8 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF III-8 

active site core peptide, clone 25 sequence (NAP) 

<400> 6 

Asn Ala Pro Val Ser lie Pro Gin 
1 5 



<210> 7 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : sense primer 
for amplification of ADNF III cDNA 

<400> 7 

tccaatgttc acctgcag 

<210> 8 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : antisense 

primer (bases 438-455) for amplification of ADNF 
III cDNA 

<400> 8 

gctcgttaca gattgtac 
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i 



<210> 9 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : sense primer 
(bases 71-90) for amplification of ADNF III cDNA 

<400> 9 

acctgcagca aaacaactat 20 



<210> 10 
<211> 88 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : activity 
dependent neurotrophic factor III (ADNF III) 
polypeptide 

<220> 

<221> MOD_RES 
<222> (1) . . (40) 

<223> Xaa = any amino acid, Xaa at positions 1-40 may be 
present or absent 

<220> 

<221> MOD_RES 
<222> (49) . . (88) 

<223> Xaa = any amino acid, Xaa at positions 49-88 may be 
present or absent 

<400> 10 

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
15 10 15 

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
20 25 . 30 

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Asn Ala Pro Val Ser lie Pro Gin 
35 40 45 

Xaa. Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
50 55 60 

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
65 70 75 80 

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
85 



<210> 11 

<211> 5 

<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence : short hsp60 
homolog control peptide 

<400> 11 

Leu Gly Gly Gly Ser 
1 5 



<210> 12 

<211> 18 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF III 
polypeptide 

<400> 12 

Ser Val Arg Leu Gly Leu Gly Gly Asn Ala Pro Val Ser lie Pro Gin 
15 10 15 

Gin Ser 



<210> 13 

<211> 5 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF III 

polypeptide; short hsp60 homolog control peptide 



<400> 13 

Val Leu Gly Gly Gly 
1 5 



<210> 14 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF III 
polypeptide 

<400> 14 

Val Leu Gly Gly 

1 . 



<210> 15 

<211> 5 

<212> PRT 

<213> Artificial Sequence 



16 



<220> 

<223> Description of Artificial Sequence : ADNF III 
polypeptide 

<400> 15 

Val Leu Gly Gly Val 
1 5 



<210> 16 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF III 
polypeptide 

<400> 16 

Gly Val Leu Gly Gly 
1 5 



<210> 17 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF III 
polypeptide 

<400> 17 

Leu Gly Leu Gly Gly 
1 5 



<210> 18 
<211> 8 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF III 
polypeptide 

<400> 18 

Ser Val Arg Leu Gly Leu Gly Gly 
1 5 



<210> 19 
<211> 11 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : related to 
yeast protein PIF1 
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<220> 

<221> MOD_RES 
<222> (7) 

<223> Xaa = unknown 
<220> 

<221> MOD_RES 

<222> (10) 

<223> Xaa = unknown 

<400> 19 

Pro Gin Leu lie Ser Glu Xaa Ser Phe Xaa Gin 
15 10 



<210> 20 
<211> 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : related to 
yeast protein PIF1 



<220> 






<221> 


MOD 


RES 


<222> 


(5) 




<223> 


Xaa 


=* unknown 


<220> 






<221> 


MOD 


RES 


<222> 


(8) 




<223> 


Xaa 


= unknown 


<220> 






<221> 


MOD 


RES 


<222> 


(10) 




<223> 


Xaa 


= unknown 


<400> 


20 





He Gin Leu Glu Xaa Glu He Xaa Glu Xaa Gin He He 
15 10 



<210> 21 
<211> 15 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :ADNF 

I/hsp60-related sequence conjugated through the 
Cys residue to Sephadex for affinity 
chromatography 

<400> 21 

Cys Val Leu Gly Gly Gly Ser Ala Leu Leu Arg Ser He Pro Ala 
15 10 15 
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<210> 22 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : peptide 

conjugated through the Cys residue to Sephadex for 
affinity chromatography 

<400> 22 

Cys Ser Ala Leu Leu Arg Ser lie Pro Ala 
1 5 10 



<210> 23 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : active peptide 
of ADNF I hsp60-related sequence 

<400> 23 

Val Leu Gly Gly Gly Ser Ala Leu Leu Arg Ser lie Pro Ala 
1 5 10 



<210> 24 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : hsp60 homolog 
peptide 

<400> 24 

Val Leu Gly Gly Gly Cys Ala Leu Leu Arg Cys lie Pro Ala 
1 5 10 



<210> 25 
<211> 38 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mimic hybrid 
primer 

<400> 25 

acctgcagca aaacaactat tttccatccc tcaacagt 

<210> 26 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence : cyclophilin 
mRNA upper primer, position 348 

<400> 26 

atggcacagc aggaaagagc 20 



<210> 27 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : cyclophilin 
mRNA lower primer 

<400> 27 

ttgccggagt cgacaatgat 20 



<210> 28 
<211> 9 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : sequence of p25 
clone with structural similarity to active peptide 
of ADNF I 

<400> 28 

Gly Gly Asn Ala Pro Val Ser lie Pro 
1 5 



<210> 29 

<211> 837 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> PCR of human ADNF III cDNA from human 
neuroblastoma, sense 



<400> 29 
cattgggccg 


acgtcgcatg 


ctcccggccg 


ccatggccgc 


gggattacct 


gcagcaaaac 


60 


aactatggag 


tcaaatctgt 


aggccagggt 


tacagtgttg 


gtcagtcaat 


gagactgggt 


120 


ctaggtggca 


acgcaccagt 


ttccattcct 


caacaatctc 


agtctgtaaa 


gcagttactt 


180 


ccaagtggaa 


acggaaggtc 


ttatgggctt 


gggtcagagc 


agaggtccca 


ggcaccagca 


240 


agatactccc 


tgcagtctgc 


taatgcctct 


tctctctcat 


cgggccagtt 


aaagtctcct 


300 


tccctctctc 


agtcacaggc 


atccagagtg 


ttaggtcagt 


ccagttccaa 


acctgctgca 


360 


gctgccacag 


gccctccccc 


aggtaacact 


tcctcaactc 


aaaagtggaa 


aatatgtaca 


420 


atctgtaacg 


agcaatcact 


agtgcggccg 


cctgcaggtc 


gaccatatgg 


gagagctccc 


480 



20 



aacgcgttgg atgcatagct tgagtattct 
atggtcatag ctgtttcctg tgtgaaattg 
aaccggaagc ataaagtgta aagcctgggg 
tgcgttgcgc tcactgcccg ctttccaatc 
atcggccaac gcgcggggaa aagcggtttg 
aatgaatccc tgcgctcngt ccttccgntg 

<210> 30 
<211> 850 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> PCR of human ADNF III cDNA 
neuroblastoma, ant i sense 



<400> 30 
atnnatatca 


agctatgcat 


ccaacgcgtt 


cggccgcact 


agtgattgct 


cgttacagat 


agtgttacct 


gggggagggc 


ctgtggcagc 


cactctggat 


gcctgtgact 


gagagaggga 


agaggcatta 


gcagactgca 


gggagtatct 


aagcccataa 


gaccttccgt 


ttccacttgg 


aggaatggaa 


actggtgcgt 


tgccacctag 


accctggcct 


acagatttga 


ctccatagtt 


cggccgggag 


catgcgacgt 


cgggcccaat 


ctggccgtcg 


ttttacaacg 


tcgtgactgg 


cttgcagcac 


atcccccttt 


cgccagctgg 


cccttcccaa 


cagttgcgca 


gcctgaatgg 


accccgcggg 


tgttgtggtt 


acgccgcagc 


ccgctccttt 


ccctttcttc 


cttcctttct 



ctaaatcggt 

<210> 31 
<211> 787 
<212> PRT 

<213> Mus musculus 



atagtgtcac 


ctaaatagct 


tggcgtaatc 


540 


ttatccgctc 


acaat tccac 


acaacatacg 


600 


tgcctaatga 


atgagctaac 


tcacattaat 


660 


nggaaactgt 


cgtgccaact 


gcattaatga 


720 


cgtattgggc 


gctcttccgc 


ttcctcgctc 


780 


cggnnaacgg 


tatcactcac 


tcnaatt 


837 



from human 



gggagctctc 


ccatatggtc 


gacctgcagg 


60 


tgtacatatt 


ttccactttt 


gagttgagga 


120 


tgcagcaggt 


ttggaactgg 


actgacctaa 


180 


aggagacttt 


aactggcccg 


atgagagaga 


240 


tgctggtgcc 


tgggacctct 


gctctgaccc 


300 


aagtaactgc 


tttacagact 


gagattgttg 


360 


acccagtctc 


attgactgac 


caacactgta 


420 


gttttgctgc 


aggtaatccc 


gcggccatgg 


480 


tcgccctata 


gtgagtcgta 


ttacaattca 


540 


gaaaaccctg 


gcgttaccca 


acttaatccc 


600 


cgttaataac 


gaagaagccc 


gcaccgatcg 


660 


cgaatggacg 


cgcctgttag 


cgcgcattaa 


720 


gtgaccgcta 


cacttgccac 


cccctaacgc 


780 


cgccacgtcc 


cccgntttcc 


ccgtccaact 


840 



850 
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<220> 

<223> mouse activity dependent neurotrophic factor III 
(ADNF III) 

<400> 31 

Met Ser Asn Val His Leu Gin Gin Asn Asn Tyr Gly Val Lys Ser Val 
15 10 15 

Gly Gin Ser Tyr Gly Val Gly Gin Ser Val Arg Leu Gly Leu Gly Gly 
20 25 30 

Asn Ala Pro Val Ser lie Pro Gin Gin Ser Gin Ser Val Lys Gin Leu 
35 4 0 4 5 

Leu Pro Ser Gly Asn Gly Arg Ser Phe Gly Leu Gly Ala Glu Gin Arg 
50 55 60 

Pro Pro Ala Ala Ala Arg Tyr Ser Leu Gin Thr Ala Asn Thr Ser Leu 
65 70 75 80 

Pro Pro Gly Gin Val Lys Ser Pro Ser Val Ser Gin Ser Gin Ala Ser 
85 90 95 

Arg Val Leu Gly Gin Ser Ser Ser Lys Pro Pro Pro Ala Ala Thr Gly 
100 105 110 

Pro Pro Pro Ser Asn His Cys Ala Thr Gin Lys Trp Lys He Cys Thr 
115 * 120 125 

lie Cys Asn Glu Leu Phe Pro Glu Asn Val Tyr Ser Val His Phe Glu 
130 135 140 

Lys Glu His Lys Ala Glu Lys Val Pro Ala Val Ala Asn Tyr He Met 
145 150 155 " 160 

Lys He His Asn Phe Thr Ser Lys Cys Leu Tyr Cys Asn Arg Tyr Leu 
165 170 175 

Pro Thr Asp Thr Leu Leu Asn His Met Leu He His Gly Leu Ser Cys 
180 185 ~ 190 - 

Pro Tyr Cys Arg Ser Thr Phe Asn Asp Val Glu Lys Met Ala Ala His 
195 200 205 

Met Arg Met Val His He Asp Glu Glu Met Gly Pro Lys Thr Asp Ser 
210 1 215 " 220 

Thr Leu Ser Phe Asp Leu Thr Leu Gin Gin Gly Ser His Thr Asn He 
225 230 235 240 

His Leu Leu Val Thr Thr Tyr Asn Leu Arg Asp Ala Pro Ala Glu Ser 
245 250 255 

Val Ala Tyr His Ala Gin Asn Asn Ala Pro Val Pro Pro Lys Pro Gin 
260 265 270 

Pro Lys Val Gin Glu Lys Ala Asp Val Pro Val Lys Ser Ser Pro Gin 
275 280 285 

Ala Ala Val Pro Tyr Lys Lys Asp Val Gly Lys Thr Leu Cys Pro Leu 
290 295 300 
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Cys Phe Ser lie Leu Lys Gly Pro lie Ser Asp Ala Leu Ala His His 
305 310 315 320 

Leu Arg Glu Arg His Gin Val lie Gin Thr Val His Pro Val Glu Lys 
32 5 330 335 

Lys Leu Thr Tyr Lys Cys He His Cys Leu Gly Val Tyr Thr Ser Asn 
340 345 350 

Met Thr Ala Ser Thr He Thr Leu His Leu Val His Cys Arg Gly Val 
355 360 365 

Gly Lys Thr Gin Asn Gly Gin Asp Lys Thr Asn Ala Pro Ser Arg Leu 
370 375 380 

Asn Gin Ser Pro Gly Leu Ala Pro Val Lys Arg Thr Tyr Glu Gin Met 
385 390 395 400 

Glu Phe Pro Leu Leu Lys Lys Arg Lys Leu Glu Glu Asp Ala Asp Ser 
405 410 415 

Pro Ser Cys Phe Glu Glu Lys Pro Glu Glu Pro Val Val Leu Ala Leu 
420 425 430 

Asp Pro Lys Gly His Glu Asp Asp Ser Tyr Glu Ala Arg Lys Ser Phe 
4 35 4 40 445 

Leu Thr Lys Tyr Phe Asn Lys Gin Pro Tyr Pro Thr Arg Arg Glu He 
450 455 460 

Glu Lys Leu Ala Ala Ser Leu Trp Leu Trp Lys Ser Asp He Ala Ser 
465 470 475 480 

His Phe Ser Asn Lys Arg Lys Lys Cys Val Arg Asp Cys Glu Lys Tyr 
485 • 490 495 

Lys Pro Gly Val Leu Leu Gly Phe Asn Met Lys Glu Leu Asn Lys Val 
500 505 510 

Lys His Glu Met Asp Phe Asp Ala Glu Trp Leu Phe Glu Asn His Asp 
515 520 * • 525 

Glu Lys Asp Ser Arg Val Asn Ala Ser Lys Thr Val Asp Lys Lys His 
530 ' 535 540 

Asn Leu Gly Lys Glu Asp Asp Ser Phe Ser Asp Ser Phe Glu His Leu 
545 ^ 550 555 560 

Glu Glu Glu Ser Asn Gly Ser Gly Ser Pro Phe Asp Pro Val Phe Glu 
565 570 575 

Val Glu Pro Lys He Pro Ser Asp Asn Leu Glu Glu Pro Val Pro Lys 
580 585 590 



Val He Pro Glu Gly Ala Leu Glu Ser Glu Lys Leu Asp Gin Lys Glu 
595 600 605 



Glu Glu Glu Glu .Glu Glu Glu Glu Asp Gly Ser Lys Tyr Glu Thr He 
610 615 620 



23 



His Leu Thr Glu 

625 

Glu Val Asp Gin 



Ser Glu Ser Gly 
660 

Thr Cys GLu Met 
675 

Glu Asp Ala Arg 
690 

Gin Asp Asp Thr 
705 

Val Glu Gly Phe 



Glu Asn Ala Glu 

740 

Thr lie Asp Ser 
755 

Val Ala Asp Pro 
770 

Gin Gin Ala 
785 



Glu Pro Ala Lys 
630 

Asp Asp Val Val 
645 

Pro Gly Ser Gin 



Lys Pro Gly Thr 
680 

Ser Ser Lys Pro 
695 

Glu Gin Leu Lys 
710 

Trp Ser Lys Asp 
725 

Arg Leu Pro Asn 



Glu Asp Gly Glu 
760 

Met His Gly Ser 
775 



Leu Met His Asp 

635 

Glu Trp Lys Asp 
650 

Gin lie Ser Asp 
665 

Trp Ser Asp Glu 



Ala Ala Lys Lys 
700 

Trp Lys Asn Ser 
715 

Gin Ser Gin Trp 
730 

Pro Gin lie Glu 
745 

Gin Phe Asp Ser 



Leu Thr Gly Val 
780 



Ala Ser Asp Ser 
640 

Gly Ala Ser Pro 
655 

Phe Glu Asp Asn 
670 

Ser Ser Gin Ser 
685 

Lys Ala Thr Val 



Ser Tyr Gly Lys 
720 

Glu Asn Ala Ser 
735 

Trp Gin Asn Ser 
750 

Met Thr Asp Gly 
765 

Lys Leu Ser Ser 



<210> 32 
<211> 781 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human activity dependent neurotrophic factor III 
(ADNF III) 

<400> 32 

Met Ser Ser Val His Leu Gin Gin Asn Asn Tyr Gly Val Lys Ser Val 
15 10 15 

Gly Gin Gly Tyr Ser Val Gly Gin Ser Met Arg Leu Gly Leu Gly Gly 
20 25 30 

Asn Ala Pro Val Ser lie Pro Gin Gin Ser Gin Ser Val Lys Gin Leu 
35 40 45 

Leu Pro Ser Gly Asn Gly Arg Ser Tyr Gly Leu Gly Ser Glu Gin Arg 
50 55 60 

Ser Gin Ala Pro Ala Arg Tyr Ser Leu Gin Ser Ala Asn Ala Ser Ser 
65 70 75 80 



Leu Ser Ser Gly His Leu Lys Ser Pro Ser Leu Ser His Ser Gin Ala 
85 90 95 
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Ser Arg Val Leu Gly Gin Ser Ser Ser Lys Pro Ala Ala Ala Ala Thr 
100 105 110 

Gly Pro Pro Pro Gly Asn Thr Ser Ser Thr Gin Lys Trp Lys lie Cys 
115 120 125 

Thr lie Cys Asn Glu Leu Phe Pro Glu Asn Val Tyr Ser Val His Phe 
130 ' 135 140 

Glu Lys Glu His Lys Ala Glu Lys Val Pro Ala Val Ala Asn Tyr lie 
145 150 155 160 

Met Lys He His Asn Phe Thr Ser Lys Cys Leu Tyr Cys Asn Arg Tyr 
165 170 175 

Leu Pro Thr Asp Thr Leu Leu Asn His Met Leu He His Gly Leu Ser 
180 185 190 

Cys Pro Tyr Cys Arg Ser Thr Phe Asn Asp Val Glu Lys Met Ala Ala 
195 ~ 200 ^ 205 

His Met Arg Met Val His He Asp Glu Glu Met Gly Pro Lys Thr Asp 
210 215 220 

Ser Thr Leu Ser Phe Asp Leu Thr Leu Gin Gin Gly Ser His Thr Asn 
225 230 235 240 

He His Leu Leu Val Thr Thr Tyr Asn Leu Arg Asp Ala Pro Ala Glu 
245 250 255 

Ser Val Ala Tyr His Ala Gin Asn Asn Pro Pro Val Pro Pro Lys Pro 
260 265 270 

Gin Pro Lys Val Gin Glu Lys Ala Asp He Pro Val Lys Ser Ser Pro 
275 280 285 

Gin Ala Ala Val Pro Tyr Lys Lys Asp Val Gly Lys Thr Leu Cys Pro 
290 295 300 

Leu Cys Phe Ser He Leu Lys Gly Pro He Ser Asp Ala Leu Ala His 
305 " 310 315 320 

His Leu Arg Glu Arg His Gin Val He Gin Thr Val His Pro Val Glu 
325 330 335 

Lys Lys Leu Thr Tyr Lys Cys He His Cys Leu Gly Val Tyr Thr Ser 
340 345 350 

Asn Met Thr Ala Ser Thr He. Thr Leu His Leu Val His Cys' Arg Gly 
355 360 365 

Val Gly Lys Thr Gin Asn Gly Gin Asp Lys Thr Asn Ala Pro Ser Arg 
370 375 380 



Leu Asn Gin Ser Pro Ser Leu Ala Pro Val Lys Arg Thr Tyr Glu Gin 
385 390 395 400 



Met Glu Phe Pro Leu Leu Lys Lys Arg Lys Leu Asp Asp Asp Ser Asp 
405 410 415 
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Ser Pro Ser Phe Phe Glu Glu Lys Pro Glu Glu 
420 425 



Pro Val Val Leu Ala 
430 



Leu Asp Pro Lys Gly His Glu Asp Asp Ser Tyr 
435 440 



Glu Ala Arg Lys Ser 
445 



Phe Leu Thr Lys Tyr Phe Asn Lys Gin Pro Tyr 
450 455 



Pro Thr Arg Arg Glu 
4 60 



lie Glu Lys Leu Ala Ala Ser Leu Trp Leu Trp 
465 470 475 



Lys Ser Asp lie Ala 
480 



Ser His Phe Ser Asn Lys Arg Lys Lys Cys Val 
485 490 



Arg Asp Cys Glu Lys 
4 95 



Tyr Lys Pro Gly Val Leu Leu Gly Phe Asn Met 
500 505 



Lys Glu Leu Asn Lys 
510 



Val Lys His Glu Met Asp Phe Asp Ala Glu Trp 
515 520 



Leu Phe Glu Asn His 
525 



Asp Glu Lys Asp Ser Arg Val Asn Ala Ser Lys 
530 535 



Thr Ala Asp Lys Lys 
540 



Leu Asn Leu Gly Lys Glu Asp Asp Ser Ser Ser 
545 550 555 



Asp Ser Phe Glu Asn 
560 



Leu Glu Glu Glu Ser Asn Glu Ser Gly Ser Pro 
565 ' 570 



Phe Asp Pro Val Phe 
57 5 



Glu Val Glu Pro Lys lie Ser Asn Asp Asn Pro 
580 585 



Glu Glu His Val Leu 
590 



Lys Val lie Pro Glu Asp Ala Ser Glu Ser Glu 
595 600 



Glu Lys Leu Asp Gin 
605 



Lys Glu Asp Gly Ser Lys Tyr Glu Thr lie His 
610 615 



Leu Thr Glu Glu Pro 
620 



Thr Lys Leu Met His Asn Ala Ser Asp Ser Glu 
625 " 630 635 



Val Asp Gin Asp Asp 
640 



Val Val Glu Trp Lys Asp Gly Ala Ser Pro Ser 
645 650 



Glu Ser Gly Pro Gly 
655 



Ser Gin Gin Val Ser Asp Phe Glu Asp Asn Thr 
660 665 



Cys Glu Met Lys Pro 
670 



Gly Thr Trp Ser Asp Glu Ser Ser Gin Ser Glu 
67 5 680 



Asp Ala Arg Ser Ser 
685 



Lys Pro Ala Ala Lys Lys Lys Ala Thr Met Gin 
690 695 



Gly Asp Arg Glu Gin 
700 



Leu Lys Trp Lys Asn Ser Ser Tyr Gly Lys Val 
705 710 715 



Glu Gly Phe Trp Ser 
720 



Lys Asp Gin Ser Gin Trp Lys Asn Ala Ser Glu Asn Asp Glu Arg Leu 
725 730 735 
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Ser Asn Pro Gin lie Glu Trp Gin Asn Ser Thr lie Asp Ser Glu Asp 

740 745 L 750 

Gly Glu Gin Phe Asp Asn Met Thr Asp Gly Val Thr Glu Pro Met His 
755 760 765 

Gly Ser Leu Ala Gly Val Lys Leu Ser Ser Gin Gin Ala 
770 775 780 



<210> 33 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF III 
polypeptide 

<400> 33 

Gly Gly Asn Ala Pro Val Ser lie Pro Gin 
15 10 



<210> 34 
<211> 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF III 
polypeptide 

<400> 34 

Leu Gly Gly Asn Ala Pro Val Ser lie Pro Gin Gin Ser 
1 5 10 



<210> 35 
<211> 15 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF III 
polypeptide 

<400> 35 

Leu Gly Leu Gly Gly Asn Ala Pro Val Ser lie Pro Gin Gin Ser 
1 5 10 15 



<210> 36 
<211> 9 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF-9 active 
peptide adsorbed onto bovine serum albumin (BSA) 
as antigen 
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<400> 36 

Ser Ala Leu Leu Arg Ser lie Pro Ala 
1 5 



<210> 37 

<211> 13 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ADNF 
I /PIFl-related sequence 

<400> 37 

He Gin Leu Glu Thr Glu He Gin Glu Lys Gin He He 
1 5 10 



<210> 38 

<211> 38 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : cyclophilin 
mRNA mimic primer 

<400> 38 

atggcacagg aggaaagagc aatgcaggca aagacacc 

<210> 39 

<211> 4 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : neuropeptide 
cleavage site 

<400> 39 
Lys Lys Arg Lys 
1 



<210> 40 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : neuropeptide 
cleavage site 

<400> 40 
Lys Arg Lys Lys 
1 
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<210> 41 
<211> 800 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (800) 

<223> translation of H3 T human ADNF III cDNA clone 
<400> 41 

Met Val Asn Arg Leu Ser lie Pro Lys Pro Asn Leu Asn Ser Thr Gly 
15 10 15 

Val Asn Met Met Ser Ser Val His Leu Gin Gin Asn Asn Tyr Gly Val 
20 25 30 

Lys Ser Val Gly Gin Gly Tyr Ser Val Gly Gin Ser Met Arg Leu Gly 
35 40 45 

Leu Gly Gly Asn Ala Pro Val Ser He Pro Gin Gin Ser Gin Ser Val 
50 55 60 

Lys Gin Leu Leu Pro Ser Gly Asn Gly Arg Ser Tyr Gly Leu Gly Ser 
65 70 75 80 

Glu Gin Arg Ser Gin Ala Pro Ala Arg Tyr Ser Leu Gin Ser Ala Asn 
85 90 95 

Ala Ser Ser Leu Ser Ser Gly His Leu Lys Ser Pro Ser Leu Ser His 
100 105 110 

Ser Gin Ala Ser Arg Val Leu Gly Gin Ser Ser Ser Lys Pro Ala Ala 
115 120 125 

Ala Ala Thr Gly Pro Pro Pro Gly Asn Thr Ser Ser Thr Gin Lys Trp 
130 135 140 

Lys He Cys Thr He Cys Asn Glu Leu Phe Pro Glu Asn Val Tyr Ser 
145 150 155 160 

Val His Phe Glu Lys Glu His Lys Ala Glu Lys Val Pro Ala Val Ala 
165 170 175 

Asn Tyr He Met Lys He His Asn Phe Thr Ser Lys Cys Leu Tyr Cys 
180 185 190 

Asn Arg Tyr Leu Pro Thr Asp Thr Leu Leu Asn His Met Leu He His 
195 200 205 

Gly Leu Ser Cys Pro Tyr Cys Arg Ser Thr Phe Asn Asp Val Glu Lys 
210 ~ 215 220 

Met Ala Ala His Met Arg Met Val His He Asp Glu Glu Met Gly Pro 
225 230 235 240 

Lys Thr Asp Ser Thr Leu Ser Phe Asp Leu Thr Leu Gin Gin Gly Ser 
245 250 255 



His Thr Asn He His Leu Leu Val Thr Thr Tyr Asn Leu Arg Asp Ala 
260 265 270 
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Pro Ala Glu Ser Val Ala Tyr His Ala Gin Asn Asn Pro Pro Val Pro 

275 280 285 

Pro Lys Pro Gin Pro Lys Val Gin Glu Lys Ala Asp He Pro Val Lys 
290 295 300 

Ser Ser Pro Gin Ala Ala Val Pro Tyr Lys Lys Asp Val Gly Lys Thr 
305 310 315 320 

Leu Cys Pro Leu Cys Phe Ser He Leu Lys Gly Pro He Ser Asp Ala 
325 330 335 

Leu Ala His His Leu Arg Glu Arg His Gin Val He Gin Thr Val His 
340 345 350 

Pro Val Glu Lys Lys Leu Thr Tyr Lys Cys He His Cys Leu Gly Val 
355 360 t 365 

Tyr Thr Ser Asn Met Thr Ala Ser Thr He Thr Leu His Leu Val His 
370 375 380 

Cys Arg Gly Val Gly Lys Thr Gin Asn Gly Gin Asp Lys Thr Asn Ala 
385 390 395 400 

Pro Ser Arg Leu Asn Gin Ser Pro Ser Leu Ala Pro Val Lys Arg Thr 
405 410 415 

Tyr Glu Gin Met Glu Phe Pro Leu Leu Lys Lys Arg Lys Leu Asp Asp 
420 425 430 

Asp Ser Asp Ser Pro Ser Phe Phe Glu Glu Lys Pro Glu Glu Pro Val 
4 35 44 0 4 45 

Val Leu Ala Leu Asp Pro Lys Gly His Glu Asp Asp Ser Tyr Glu Ala 
450 455 460 

Arg Lys Ser Phe Leu Thr Lys Tyr Phe Asn Lys Gin Pro Tyr Pro Thr 
465 470 475 480 

Arg Arg Glu He Glu Lys Leu Ala Ala Ser Leu Trp Leu Trp. Lys Ser 
485 490 ~ 495 

Asp He Ala Ser His Phe Ser Asn Lys Arg Lys Lys Cys Val Arg Asp 
500 505 510 

Cys Glu Lys Tyr Lys Pro Gly Val Leu Leu Gly Phe Asn Met Lys Glu 
515 ' 520 525 

Leu Asn Lys Val Lys His Glu Met Asp Phe Asp Ala Glu Trp Leu Phe 
530 535 ' 540 

Glu Asn His Asp Glu Lys Asp Ser Arg Val Asn Ala Ser Lys Thr Ala 
545 550 555 560 



Asp Lys Lys Leu Asn Leu Gly Lys Glu Asp Asp Ser Ser Ser Asp Ser 
565 570 " 575 

Phe Glu Asn Leu Glu Glu Glu Ser Asn Glu Ser Gly Ser Pro Phe Asp 

580 585 590 
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Pro Val Phe Glu Val Glu Pro Lys lie Ser Asn Asp Asn Pro Glu Glu 

595 ' 600 605 

His Val Leu Lys Val He Pro Glu Asp Ala Ser Glu Ser Glu Glu Lys 
. 610 615 620 

Leu Asp Gin Lys Glu Asp Gly Ser Lys Tyr Glu Thr He His Leu Thr 
625 630 635 640 

Glu Glu Pro Thr Lys Leu Met His Asn Ala Ser Asp Ser Glu Val Asp 
645 650 655 

Gin Asp Asp Val Val Glu Trp Lys Asp Gly Ala Ser Pro Ser Glu Ser 
660 665 670 

Gly Pro Gly Ser Gin Gin Val Ser Asp Phe Glu Asp Asn Thr Cys Glu 
675 680 685 



Met Lys 
690 

Arg Ser 
705 

Arg Glu 
Phe Trp 
Glu Arg 



Pro Gly Thr 
Ser Lys Pro 



Gin Leu Lys 
725 

Ser Lys Asp 
740 

Leu Ser Asn 
755 



Trp Ser Asp Glu Ser Ser Gin Ser Glu Asp Ala 
695 700 

Ala Ala Lys Lys Lys Ala Thr Met Gin Gly Asp 
710 715 720 

Trp Lys Asn Ser Ser Tyr Gly Lys Val Glu Gly 
7 30 7 35 

Gin Ser Gin Trp Lys Asn Ala Ser Glu Asn Asp 
745 750 

Pro Gin He Glu Trp Gin Asn. Ser Thr He Asp 
760 765 



Ser Glu Asp Gly Glu Gin Phe Asp Asn Met Thr Asp Gly Val Thr Glu 
770 775 780 

Pro Met His Gly Ser Leu Ala Gly Val Lys Leu Ser Ser Gin Gin Ala 

785 790 . 795 800 



<210> 42 
<211> 15 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (15) 

<223> translation of H3 ' human ADNE III cDNA clone 
<400> 42 

Val Pro Gly Ser Leu Ala Leu Val Thr Cys Cys Ser Leu Glu Leu 
1.5 10 15 
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<210> 43 
<211> 11 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (11) 

<223> translation of H3 ' human ADNF III cDNA clone 
<400> 43 

Leu Gin Ser Cys Leu Leu Thr Gly Thr Ala Leu 
15 10 



<210> 44 
<211> 20 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (20) 

<223> translation of H3* human ADNF III cDNA clone 
<400> 44 

Val Leu Val Gly Leu Trp Gly Met Trp Pro Leu Gin Phe Gin Trp Leu 
1 ~ 5 10 15 

Phe Leu Ser Leu 
20 



<210> 45 
<211> 11 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (11) 

<223> translation of H3 1 human ADNF III cDNA clone 
<400> 45 

Gin Asp Arg Leu Phe Leu Leu Gin Asn Leu Leu 
1 5 10 



<210> 46 
<211> 6 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (6) 

<223> translation of H3 ' human ADNF III cDNA clone 



<400> 46 

Leu Asn Val Lys Asn Gin 
1 5 
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<210> 47 
<211> 4 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> translation of H3 1 human ADNF III cDNA clone 

<400> 47 
Ala Gly Asp Ser 
1 



<210> 48 
<211> 39 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (39) 

<223> translation of H3 ' human ADNF III cDNA clone 
<400> 48 

lie Leu Thr Arg Lys Ser Arg Gly Leu Phe Leu Ser Ala Phe Ser Thr 
15 10 15 

Phe Leu Ser Leu Cys Glu Met lie Gly Gin Met Ser Leu Arg Ser Val 
20 2.5 30 

Lys Leu He His Met Val Val 

35 



<210> 49 
<211> 25 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (25) 

<223> translation of H3 ' human ADNF III cDNA clone 
<400> 49 

Gly Gin His Thr Ser Tyr Gin Ser Asn Val Tyr Ser Arg Leu Trp Glu 
15 10 15 

Lys Arg Phe Phe Phe Met Tyr Ser Phe 
20 25 



<210> 50 
<211> 10 
<212> PRT 

<213> Homo sapiens 



\ 
I 
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<220> 

<221> PEPTIDE 
<222> (1) . . (10) 

<223> translation of H3' human ADNF III cDNA clone 
<400> 50 

He Val Glu Met Tyr He Cys Thr Val Phe 
15 10 



<210> 51 
<211> 4 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> translation of H3 ' human ADNF III cDNA clone 

<400> 51 
Thr Tyr Ser Lys 
1 



<210> 52 
<211> 12 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (12) 

<223> translation of H3 ' human ADNF III cDNA clone 
<400> 52 

Ser Cys Tyr Cys Val Pro lie He Asp Phe Phe Phe 
1 5 10 



<210> 53 
<211> 20 
<212> ■ PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (20) 

<223> translation of H3' human ADNF III cDNA clone 
<400> 53 

Cys Cys Pro Cys Cys Val He Asn Ala Leu Ser Ser Leu Pro Ser Lys 
15 10 15 

Ser Ser Lys Leu 
20 
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<210> 54 
<211> 2487 
<212> DNA 

<213> Mus musculus 

<220> 

<221> CDS 

<222> (1) . . (2487) 

<223> an additional mouse activity dependent 

neurotrophic factor III (ADNF III) cDNA clone 

<400> 54 

atg gga etc cca cca cga ate age tec ctt get tct gga aat gtc egg 48 
Met Gly Leu Pro Pro Arg lie Ser Ser Leu Ala Ser Gly Asn Val Arg 
1 5 10 15 

teg ttg cca tea cag cag atg gta aac cga.ttg tea ata cca aag ccc 96 
Ser Leu Pro Ser Gin Gin Met Val Asn Arg Leu Ser lie Pro Lys Pro 
20 25 30 

aac tta aat tea acg gga gtc aac atg atg tec aat gtt cae'etg cag 144 
Asn Leu Asn Ser Thr Gly Val Asn Met Met Ser Asn Val His Leu Gin 
35 40 45 

caa aac aac tat gga gtc aaa tct gtg ggc cag age tat ggt gtt ggc 192 
Gin Asn Asn Tyr Gly Val Lys Ser Val Gly Gin Ser Tyr Gly Val Gly 
50 55 60 

cag tea gtg agg ctg gga eta ggt ggc aat get cca gtt tec ate cct 240 
Gin Ser Val Arg Leu Gly Leu Gly Gly Asn Ala Pro Val Ser lie Pro 
65 70 75 80 

caa cag tct cag tec gtg aaa cag tta ctt cca agt ggg aat ggg agg 288 
Gin Gin Ser Gin Ser Val Lys Gin Leu Leu Pro Ser Gly Asn Gly Arg 
85 90 95 

tct ttt ggg eta ggt get gag cag agg ccc cca gca gca gec agg tac 336 
Ser Phe Gly Leu Gly Ala Glu Gin Arg Pro Pro Ala Ala Ala Arg Tyr 
100 105 110 

tec ctg cag act gec aac acc tct eta ccc cca ggc caa gtg aag tct 384 
Ser Leu Gin Thr Ala Asn Thr Ser Leu Pro Pro Gly Gin Val Lys Ser 
115 120 125 

ccc tct gtg tct cag tea cag gca tct aga gta tta ggt cag tec agt 432 
Pro Ser Val Ser Gin Ser Gin Ala Ser Arg Val Leu Gly Gin Ser Ser 
130 135 140 

tct aaa cct cca cca gec gec aca ggc cct cct cca age aac cac tgt 480 
Ser Lys Pro Pro Pro Ala Ala Thr Gly Pro Pro Pro Ser Asn His Cys 
145 150 155 160 

gec act cag aag tgg aaa ate tgt aca ate tgt aac gag ctt ttc cct 528 
Ala Thr Gin Lys Trp Lys lie Cys Thr lie Cys Asn Glu Leu Phe Pro 
165 170 175 

gag aat gtc tat age gtt cac ttc gaa aag gag cat aaa get gag aaa 576 
Glu Asn Val Tyr Ser Val His Phe Glu Lys Glu His Lys Ala Glu Lys 
180 185 " 190 
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) 



gtc cca gcc gta get aac tac att atg aaa ata cac aat ttt act age 624 
Val Pro Ala Val Ala Asn Tyr lie Met Lys lie His Asn Phe Thr Ser 
195 200 205 

aaa tgc etc tac tgt aat cgc tat ttg cct aca gat ace eta etc aac 672 
Lys Cys Leu Tyr Cys Asn Arg Tyr Leu Pro Thr Asp Thr Leu Leu Asn 
210 215 - 220 

cat atg tta att cat ggt ctg tct tgt ccg tat tgc cgt tec acc ttc 720 
His Met Leu lie His Gly Leu Ser Cys Pro Tyr Cys Arg Ser Thr Phe 
225 230 235 240 

aat gat gta gag aag atg gca gca cac atg cga atg gtt cat att gat 768 
Asn Asp Val Glu Lys Met Ala Ala His Met Arg Met Val His lie Asp 
245 250 255 

gaa gag atg ggg cct aaa acg gat tct act ttg age ttt gat ttg aca 816 
Glu Glu Met Gly Pro Lys Thr Asp Ser Thr Leu Ser Phe Asp Leu Thr 
260 265 270 

ttg caa cag ggc agt cac acc aac att cat^ etc ctg gtg acc aca tac 864 
Leu Gin Gin Gly Ser His Thr Asn He His Leu Leu Val Thr Thr Tyr 
275 280 285 

aac ctg agg gat gcc ccg get gaa tea gtt get tac cat gcc caa aat 912 
Asn Leu Arg Asp Ala Pro Ala Glu Ser Val Ala Tyr His Ala Gin Asn 
290 295 300 

aat gcc cca gtt cct cca aag cca caa cca aaa gtt cag gaa aaa gca 960 
Asn Ala Pro Val Pro Pro Lys Pro Gin Pro Lys Val Gin Glu Lys Ala 
305 310 315 320 

gat gtc ccg gtt aaa agt tea cct caa get gca gtg ccc tat aaa aaa 1008 
Asp Val Pro Val Lys Ser Ser Pro Gin Ala Ala Val Pro Tyr Lys Lys 
325 330 335 

gat gtt ggg aag acc ctt tgc cct ctt tgc ttt tea ata eta aaa gga 1056 
Asp Val Gly Lys Thr Leu Cys Pro Leu Cys Phe Ser He Leu Lys Gly 
340 345 350 

ccc ata. tct gat gca ctt gca cat cat tta cga gaa aga cac caa gtt 1104 
Pro He Ser Asp Ala Leu. Ala His His Leu Arg Glu Arg His Gin Val 
355 360 365 

att cag aca gtt cat ccg gtt gag aaa aag eta act tac aaa tgt ate 1152 
He Gin Thr Val His Pro Val Glu Lys Lys Leu Thr Tyr Lys Cys He 
370 375 380 

cat tgc ctt ggt gtg tat act age aac atg aca gcc tea acc ate act 1200 
His Cys Leu Gly Val Tyr Thr Ser Asn Met Thr Ala Ser Thr He Thr 
385 390 395 400 

ctg cat eta gtc cac tgc agg ggt gtt gga aaa acc cag aat ggc cag 1248 
Leu His Leu Val His Cys Arg Gly Val Gly Lys Thr Gin Asn Gly Gin 
405 410 415 

gac aag aca aac gca cct tct egg etc aat cag tct cca ggc ctg gcc 1296 
Asp Lys Thr Asn Ala Pro Ser Arg Leu Asn Gin Ser Pro Gly Leu Ala 
420 425 430 
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cct gtg aag cgc acg tat gag cag atg gag ttt cca ctg eta aaa aag 1344 

Pro Val Lys Arg Thr Tyr Glu Gin Met Glu Phe Pro Leu Leu Lys Lys 

435 440 445 

egg aag ctg gag gag gat get gat tec cct age tgc ttt gaa gag aag 1392 

Arg Lys Leu Glu Glu Asp Ala Asp Ser Pro Ser Cys Phe Glu Glu Lys 

450 455 4 60 

cca gaa gag cct gtt gtt tta get tta gac ccc aag ggt cat gaa gat 1440 

Pro Glu Glu Pro Val Val Leu Ala Leu Asp Pro Lys Gly His Glu Asp 

465 470 475 ' 480 

gat tct tat gag get agg aaa age ttt etc aca aag tac ttc aac aaa -1488 

Asp Ser Tyr Glu Ala Arg Lys Ser Phe Leu Thr Lys Tyr Phe Asn Lys 

4 85 4 90 - 4 95 

cag ccc tat ccc ace agg aga gaa att gag aag tta get gee agt eta 1536 

Gin Pro Tyr Pro Thr Arg Arg Glu lie Giu Lys Leu Ala Ala Ser Leu 

500 505 510 

tgg eta tgg aag agt gac att gee tec cat ttc agt aac aag agg aag 1584 

Trp Leu Trp Lys Ser Asp lie Ala Ser His Phe Ser Asn Lys Arg Lys 

515 520 525 

aag tgt gtc cgc gac tgt gaa aag tac aag cct ggt gtg ctg eta ggt 1632 

Lys Cys Val Arg Asp Cys Glu Lys Tyr Lys Pro Gly Val Leu Leu Gly 

530 535 540 

ttt aac atg aaa gaa tta aat aaa gtc aaa cac gag atg gat ttt gat 1680 

Phe Asn Met Lys Glu Leu Asn Lys Val Lys His Glu Met Asp Phe Asp 

545 550 555 560 

get gag tgg ctg ttt gaa aat cac gat gag aaa gac tea aga gtc aat 1728 

Ala Glu Trp Leu Phe Glu Asn His Asp Glu Lys Asp Ser Arg Val Asn 

565 570 ' 575 

get age aag act gtt gac aaa aag cat aac ctt ggg aaa gaa gat gat 1776 

Ala Ser Lys Thr Val Asp Lys Lys His Asn Leu Gly Lys Glu Asp Asp 

580 585 590 

age ttc tea gat agt ttt gaa cat ttg gaa gaa gaa tec aat gga age 1824 

Ser Phe Ser Asp Ser Phe Glu His Leu Glu Glu Glu Ser Asn Gly Ser 

595 600 605 

ggg agt cct ttt gac cct gtc ttt gaa gtt gag cct aaa att ccc agt 1872 

Gly Ser Pro Phe Asp Pro Val Phe Glu Val Glu Pro Lys lie Pro Ser 

610 615 620 

gat aat tta gag gag cct gta ccg aag gtt att ccg gaa ggt get ttg 1920 

Asp Asn Leu Glu Glu Pro Val Pro Lys Val lie Pro Glu Gly Ala Leu 

625 630 ~ 635 "* 640 

gaa tct gag aag eta gac caa aaa gag gag gag gag gag gag gag gag 1968 

Glu Ser Glu Lys Leu Asp Gin Lys Glu Glu Glu Glu Glu Glu Glu Glu 

645 650 655 



gag gat ggt tea 
Glu Asp Gly Ser 
660 



aaa 
Lys 



tat gaa act ate cat 
Tyr Glu Thr lie His 
665 



ttg act gag gaa cca gee 2016 
Leu Thr Glu Glu Pro Ala 
670 



\ 
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aaa tta atg cat gat gcc tct gat agt gag gta gac caa gat gat gta 2064 
Lys Leu Met His Asp Ala Ser Asp Ser Glu Val Asp Gin Asp Asp Val 
67 5 680 68 5 

gtt gag tgg aaa gat ggt get tea cca tct gag agt ggg cct ggt tec 2112 
Val Glu Trp Lys Asp Gly Ala Ser Pro Ser Glu Ser Gly Pro Gly Ser 
690 695 700 

caa caa ate tea gac ttt gag gat aat aca tgt gaa atg aaa cca gga 2160 
Gin Gin lie Ser Asp Phe Glu Asp Asn Thr Cys Glu Met Lys Pro Gly 
705 710 715 720 

acc tgg tct gat gag tct tec cag agt gaa gat gca agg .age agt aag 2208 
Thr Trp Ser Asp Glu Ser Ser Gin Ser Glu Asp Ala Arg Ser Ser Lys 
725 730 735 

cca get gcc aaa aaa aag get aca gtg caa gat gac aca gag cag tta 2256 
Pro Ala Ala Lys Lys Lys Ala Thr Val Gin Asp Asp Thr Glu Gin Leu 
740 745 750 

aaa tgg aag aat agt tec tat gga aaa gtt gaa ggg ttt tgg tec aag 2304 
Lys Trp Lys Asn Ser Ser Tyr Gly Lys Val Glu Gly Phe Trp Ser Lys 
755 760 765 

gac cag tea cag tgg gaa aat gca tct gag aat gca gag cgc tta cca 2352 
Asp Gin Ser Gin Trp Glu Asn Ala Ser Glu Asn Ala Glu Arg Leu Pro 
770 775 780 

aac cca cag att gag tgg cag aat age aca att gac agt gag gac ggg 2400 
Asn Pro Gin lie Glu Trp Gin Asn Ser Thr lie Asp Ser Glu Asp Gly 
785 790 795 800 



gag cac ttt gac age atg act gac gga gtt get gat ccc atg cat ggc 
Glu His Phe Asp Ser Met Thr Asp Gly Val Ala Asp Pro Met His Gly 
805 L 810 815 



2448 



age tta act gga gtg aag ctg age age cag caa gcc tga 2487 
Ser Leu Thr Gly Val Lys Leu Ser Ser Gin Gin Ala 
820 825 



<210> 55 

<211> 828 

<212> PRT 

<213> Mus musculus 

<400> 55 

Met Gly Leu Pro Pro Arg lie Ser Ser Leu Ala Ser Gly Asn Val Arg 
1 5 10 15 

Ser Leu Pro Ser Gin Gin Met Val Asn Arg Leu Ser lie Pro Lys Pro 
20 25 30 

Asn Leu Asn Ser Thr Gly Val Asn Met Met Ser Asn Val His Leu Gin 
35 40 45 

Gin Asn Asn Tyr Gly Val Lys Ser Val Gly Gin Ser Tyr Gly Val Gly 
50 55 60 



Gin Ser Val Arg Leu Gly Leu Gly Gly Asn Ala Pro Val Ser lie Pro 
65 70 75 ■ 80 
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Gin Gin Ser Gin Ser Val Lys Gin Leu Leu Pro Ser Gly Asn Gly Arg 

85 90 95 

Ser Phe Gly Leu Gly Ala Glu Gin Arg Pro Pro Ala Ala Ala Arg Tyr 
100 105 110 

Ser Leu Gin Thr Ala Asn Thr Ser Leu Pro Pro Gly Gin Val Lys Ser 
115 120 125 

Pro Ser Val Ser Gin Ser Gin Ala Ser Arg Val Leu Gly Gin Ser Ser 
130 135 140 

Ser Lys Pro Pro Pro Ala Ala Thr Gly Pro Pro Pro Ser Asn His Cys 
145 150 155 160 

Ala Thr Gin Lys Trp Lys He Cys Thr lie Cys Asn Glu Leu Phe Pro 
165 170 175 

Glu Asn Val Tyr Ser Val His Phe Glu Lys Glu His Lys. Ala Glu Lys 
180 185 190 

Val Pro Ala Val Ala Asn Tyr He Met Lys He His Asn Phe Thr Ser 
195 200 205 

Lys Cys Leu Tyr Cys Asn Arg Tyr Leu Pro Thr Asp Thr Leu Leu Asn 
210 215 220 

His Met Leu He His Gly Leu Ser Cys Pro Tyr Cys Arg Ser Thr Phe 
225 230 J 235 ' 240 

Asn Asp Val Glu Lys Met Ala Ala His Met Arg Met Val His He Asp 
245 250 255 

Glu Glu Met Gly Pro Lys Thr Asp Ser Thr Leu Ser Phe Asp Leu Thr 
260 265 270 

Leu Gin Gin Gly Ser His Thr Asn He His Leu Leu Val Thr Thr Tyr 
275 280 285 

Asn Leu Arg Asp Ala Pro Ala Glu Ser Val Ala Tyr His Ala Gin Asn 
290 295 300 

Asn Ala Pro Val Pro Pro Lys Pro Gin Pro Lys Val Gin Glu Lys Ala 
305 • 310 315 320 

Asp Val Pro Val Lys Ser Ser Pro Gin Ala Ala Val Pro Tyr Lys Lys 
325 330 335 

Asp Val Gly Lys Thr Leu Cys Pro Leu Cys Phe Ser He Leu Lys Gly 
340 345 350 

Pro He Ser Asp Ala Leu Ala His His Leu Arg Glu Arg His Gin Val 
355 360 365 



He Gin Thr Val His Pro Val Glu Lys Lys Leu Thr Tyr Lys Cys He 
370 375 380 



His Cys Leu Gly Val Tyr Thr Ser Asn Met Thr Ala Ser Thr He Thr 
385 390 395 400 
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Leu His Leu Val His Cys Arg Gly Val Gly Lys Thr Gin Asn Gly Gin 
405 410 ■ 415 

Asp Lys Thr Asn Ala Pro Ser Arg Leu Asn Gin Ser Pro Gly Leu Ala 
420 425 430 

Pro Val Lys Arg Thr Tyr Glu Gin Met Glu Phe Pro Leu Leu Lys Lys 
435 440 445 

Arg Lys Leu Glu Glu Asp Ala Asp Ser Pro Ser Cys Phe Glu Glu Lys 
450 455 460 

Pro Glu Glu Pro Val Val Leu Ala Leu Asp Pro Lys Gly His Glu Asp 
465 • 470 ~ 475 480 

Asp Ser Tyr Glu Ala Arg Lys Ser Phe Leu Thr Lys Tyr Phe Asn Lys 
485 4 90 4 95 

Gin Pro Tyr Pro Thr Arg Arg Glu lie Glu Lys Leu Ala Ala Ser Leu 
500 505 510 

Trp Leu Trp Lys Ser Asp lie Ala Ser His Phe Ser Asn Lys Arg Lys 
515 ~ 520 525 

Lys Cys Val Arg Asp Cys Glu Lys Tyr Lys Pro Gly Val Leu Leu Gly 
530 535 540 

Phe Asn Met Lys Glu Leu Asn Lys Val Lys His Glu Met Asp Phe Asp 
545 550 555 560 

Ala Glu Trp Leu Phe Glu Asn His Asp Glu Lys Asp Ser Arg Val Asn 
565 570 575 

Ala Ser Lys Thr Val Asp Lys Lys His Asn Leu Gly Lys Glu Asp Asp 
580 585 590 

Ser Phe Ser Asp Ser Phe Glu His Leu Glu Glu Glu Ser Asn Gly Ser 
595 600 605 

Gly Ser Pro Phe Asp Pro Val Phe Glu Val Glu Pro Lys lie Pro Ser 
610 615 620 

Asp Asn Leu Glu Glu Pro Val Pro Lys Val lie Pro Glu Gly Ala Leu 
625 630 635 640 

Glu Ser Glu Lys Leu Asp Gin Lys Glu Glu Glu Glu Glu Glu Glu Glu 
645 650 655 

Glu Asp Gly Ser Lys Tyr Glu Thr He His Leu Thr Glu Glu Pro Ala 
660 665 670 

Lys Leu Met His Asp Ala Ser Asp Ser Glu Val Asp Gin Asp Asp Val 
67 5 680 685 



Val Glu Trp Lys Asp Gly Ala Ser Pro Ser Glu Ser Gly Pro Gly Ser 
690 695 700 



Gin Gin He Ser Asp Phe Glu Asp Asn Thr Cys Glu Met Lys Pro Gly 
705 710 715 720 
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Thr Trp Ser Asp Glu Ser Ser Gin Ser Glu Asp Ala Arg Ser Ser Lys 

725 730 735 

Pro Ala Ala Lys Lys Lys Ala Thr Val Gin Asp Asp Thr Glu Gin Leu 
740 745 750 

Lys Trp Lys Asn Ser Ser Tyr Gly Lys Val Glu Gly Phe Trp Ser Lys 
755 760 765 

Asp Gin Ser Gin Trp Glu Asn Ala Ser Glu Asn Ala Glu Arg Leu Pro 
770 775 780 

Asn Pro Gin lie Glu Trp Gin Asn Ser Thr He Asp Ser Glu Asp Gly 
785 790 795 ' ' 800 

Glu His Phe Asp Ser Met Thr Asp Gly Val Ala Asp Pro Met His Gly 
805 810 815 

Ser Leu Thr Gly Val Lys Leu Ser Ser Gin Gin Ala 
820 825 



<210> 56 
<211> 2181 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . (2181) 

<223> H3 human activity dependent neurotrophic factor 
III { ADNF III) clone 

<400> 56 

egg tct tta cca tea cag cag atg gtg aat cga etc tea ata cca aag 48 

Arg Ser Leu Pro Ser Gin Gin Met Val Asn Arg Leu Ser He Pro Lys 

1 5 10 15 

cct aac tta aat tct aca gga gtc aac atg atg tec agt gtt cat ctg 96 
Pro Asn Leu Asn Ser Thr Gly Val Asn Met Met Ser Ser Val His Leu 
20 25 30 

cag cag aac aac tat gga gtc aaa tct gta ggc cag ggt tac agt gtt 144 
Gin Gin Asn Asn Tyr Gly Val Lys Ser Val Gly Gin Gly Tyr Ser Val 
35 40 45 

ggt cag tea atg aga ctg ggt eta ggt ggc aac gca cca gtt tec att 192 
Gly Gin Ser Met Arg Leu Gly Leu Gly Gly Asn Ala Pro Val Ser He 
50 55 ~ * 60 

cct caa caa tct cag tct gta aag cag tta ctt cca agt gga aac gga 240 
Pro Gin Gin Ser Gin Ser Val Lys Gin Leu Leu Pro Ser Gly Asn Gly 
65 70 75 80 . 

agg tct tat ggg ctt ggg tea gag cag agg tec cag gca cca gca aga 288 
Arg Ser Tyr Gly Leu Gly Ser Glu Gin Arg Ser Gin Ala Pro Ala Arg 
85 90 95 

tac tec ctg cag tct get aat gee tct tct etc tea teg ggc cag tta 336 
Tyr Ser Leu Gin Ser Ala Asn. Ala Ser Ser Leu Ser Ser Gly Gin Leu 
100 105 110 
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aag tct cct tec etc tct cag tea cag gca tec aga gtg tta ggt cag 384 
Lys Ser Pro Ser Lea Ser Gin Ser Gin Ala Ser Arg Val Leu Gly Gin 
115 120 125 

tec agt tec aaa cct get gca get gec aca ggc cct ccc cca ggt aac 432 
Ser Ser Ser Lys Pro Ala Ala Ala Ala Thr Gly Pro Pro Pro Gly Asn 
130 135 140 

act tec tea act caa aag tgg aaa ata tgt aca ate tgt aat gag ctt 480 
Thr Ser Ser Thr Gin Lys Trp Lys He Cys Thr He Cys Asn Glu Leu 
145 150 155 160 

ttt cct gaa aat gtc tat agt gtg cac ttc gaa aaa gaa cat aaa get 528 
Phe Pro Glu Asn Val Tyr Ser Val His Phe Glu Lys Glu His Lys Ala 
165 170 175 

gag aaa gtc cca gca gta gec aac tac att atg aaa ata cac aat ttt 576 
Glu Lys Val Pro Ala Val Ala Asn Tyr He Met Lys lie His Asn Phe 
180 185 190 

act age aaa tgc etc tac tgt aat cgc tat tta ccc aca gat act ctg 624 
Thr Ser Lys Cys Leu Tyr Cys Asn Arg Tyr Leu Pro Thr Asp Thr Leu 
195 200 205 

etc aac cat atg tta att cat ggt ctg tct tgt cca tat tgc cgt tea 672 
Leu Asn His Met Leu He His Gly Leu Ser Cys Pro Tyr Cys Arg Ser 
210 215 220 

act ttc aat gat gtg gaa aag atg gee gca cac atg egg atg gtt cac 720 
Thr Phe Asn Asp Val Glu Lys Met Ala Ala His Met Arg Met Val His 
225 230 235 240 

att gat gaa gag atg gga cct aaa aca gat tct act ttg agt ttt gat 768 
lie Asp Glu Glu Met Gly Pro Lys Thr Asp Ser Thr Leu Ser Phe Asp 
245 250 255 

ttg aca ttg cag cag ggt agt cac act aac ate cat etc ctg gta act 816 
Leu Thr Leu Gin Gin Gly Ser His Thr Asn He His Leu Leu Val Thr 
260 265 270 

aca tac aat ctg agg gat gec cca get gaa tct gtt get tac cat gec 864 
Thr Tyr Asn Leu Arg Asp Ala Pro Ala Glu Ser Val Ala Tyr His Ala 
275 ~ 280 285 

caa aat aat cct cca gtt cct cca aag cca cag cca aag gtt cag gaa 912 
Gin Asn Asn Pro Pro Val Pro Pro Lys Pro Gin Pro Lys Val Gin Glu 
290 295 300 

aag gca gat ate cct gta aaa agt tea cct caa get gca gtg ccc tat 960 
Lys Ala Asp He Pro Val Lys Ser Ser Pro Gin Ala Ala Val Pro Tyr 
305 310 315 320 

aaa aaa gat gtt ggg aaa ace ctt tgt cct ctt tgc ttt tea ate eta 1008 
Lys Lys Asp Val Gly Lys Thr Leu Cys Pro Leu Cys Phe Ser He Leu 
325 ' 330 ' 335 

aaa gga ccc ata tct gat gca ctt gca cat cac tta cga gag agg cac 1056 
Lys Gly Pro He Ser Asp Ala Leu Ala His His Leu Arg Glu Arg His 
340 345 350 



caa gtt att 
Gin Val lie 
355 

tgt ate cat 
Cys lie His 
37 0 

ate act ctg 
He Thr Leu 
385 

ggc cag gat 
Gly Gin Asp 



ctg gca cct 
Leu Ala Pro 



aaa aaa cga 
Lys Lys Arg 
4 35 

gag aag cct 
Glu Lys Pro 
- 450 

gaa gat gat 
Glu Asp Asp 
465 

aac aaa cag 
Asn Lys Gin 



agt tta tgg 
Ser Leu Trp 



agg aag aag 
Arg Lys Lys 
515 

ctg ggg ttt 
Leu Gly Phe 
530 

ttt gat get 
Phe Asp Ala 
545 

gtc aat get 
Val Asn Ala 



gat gac agt 
Asp Asp Ser 



cag acg gtt 
Gin Thr Val 



tgc ctt ggt 
Cys Leu Gly 



cat eta gtt 
His Leu Val 
390 

aag aca aat 
Lys Thr Asn 
405 

gtg aag cgc 
Val Lys Arg 
420 

aag tta gat 
Lys Leu Asp 



gaa gag cct 
Glu Glu Pro 



tec tat gaa 
Ser Tyr Glu 
470 

ccc tat ccc 
Pro Tyr Pro 
485 

tta tgg aag 
Leu Trp Lys 
500 

tgt gtc cgt 
Cys Val Arg 



aac atg aaa 
Asn Met Lys 



gag tgg eta 
Glu Trp Leu 
550 

agt aag act 
Ser Lys Thr 
565 

tec tea gac 
Ser Ser Asp 
580 



cat cca gtt 

His Pro Val 
360 

gtg tat acc 
Val Tyr Thr 
375 

cac tgc agg 
His Cys Arg 



gca ccc tct 
Ala Pro Ser 



act tac gag 
Thr Tyr Glu 
425 

gat gat agt 
Asp Asp Ser 
440 

gtt gtt tta 
Val Val Leu 
455 

gec agg aaa 
Ala Arg Lys 



acc agg aga 
Thr Arg Arg 



agt gac ate 
Ser Asp He 
505 

gat tgt gaa 
Asp Cys Glu 
520 

gaa tta aat 
Glu Leu Asn 
535 

ttt gaa aat 
Phe Glu Asn 



get gac aaa 
Ala Asp Lys 



agt ttt gaa 
Ser Phe Glu 
585 
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gag aaa aag 
Glu Lys Lys 



age aac atg 
Ser Asn Met 
380 

ggc gtt gga 
Gly Val Gly 
3 95 

egg ctt aat 
Arg Leu Asn 
410 

caa atg gaa 
Gin Met Glu 



gat tea ccc 
Asp Ser Pro 



get tta gac 
Ala Leu Asp 
460 

age ttt eta 
Ser Phe Leu 
475 

gaa att gag 
Glu He Glu 
4 90 

get tec cat 
Ala Ser His 



aag tac aag 
Lys Tyr Lys 



aaa gtc aag 
Lys Val Lys 
540 

cat gat gag 
His Asp Glu 
555 

aag etc aac 
Lys Leu Asn 
570 

aat ttg gaa 
Asn Leu Glu 



etc acc tac 
Leu Thr Tyr 

365 

acc gec tea 
Thr Ala Ser 



aag acc caa 
Lys Thr Gin 



cag tct cca 
Gin Ser Pro 
415 

ttt ccc tta 
Phe Pro Leu 
430 

age ttc ttt 
Ser Phe Phe 
445 

ccc aag ggt 
Pro Lys Gly 



aca aag tat 
Thr Lys Tyr 



aag eta gca 
Lys Leu Ala 
495 

ttt agt aac 
Phe Ser Asn 
510 

cct ggc gtg 
Pro Gly Val 
525 

cat gag atg 
His Glu Met 



aag gat tec 
Lys Asp Ser 



ctt ggg aag 
Leu Gly Lys 
575 

gaa gaa tec 
Glu Glu Ser 
590 



aaa 1104 
Lys 



act 1152 
Thr 



aat 1200 

Asn 

400 

agt 1248 
Ser 



ctg 1296 
Leu 



gaa 1344 
Glu 



cat 1392 
His 



ttc 1440 

Phe 

480 

gec 1488 
Ala 



aaa 1536 
Lys 



ttg 1584 
Leu 



gat 1632 
Asp 



aga 1680 

Arg 

560 

gaa 1728 
Glu 



aat 1776 
Asn 
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gaa agt ggt age cct ttt gac cct gtt ttt gaa gtt gaa cct aaa ate 1824 

Glu Ser Gly Ser Pro Phe Asp Pro Val Phe Glu Val Glu Pro Lys lie 

595 600 605 

tct aac gat aac cca gag gaa cat gta ctg aag gta att cct gag gat 1872 

Ser Asn Asp Asn Pro Glu Glu His Val Leu Lys Val lie Pro Glu Asp 

610 615 620 

get tea gaa tct gag gag aag eta gac caa aaa gag gat ggt tea aaa 1920 

Ala Ser Glu Ser Glu Glu Lys Leu Asp Gin Lys Glu Asp Gly Ser Lys 

625 630 635 640 

tac gaa act att cat ttg act gag gaa cca ace aaa eta atg cac aat 1968 

Tyr Glu Thr lie His Leu Thr Glu Glu Pro Thr Lys Leu Met His Asn 

645 650 655 

gca tct gat agt gag gtt gac caa gac gat gtt gtt gag tgg .aaa gac 2016 

Ala Ser Asp Ser Glu Val Asp Gin Asp Asp Val Val Glu Trp Lys Asp 

660' 665 670 

ggt get tct cca tct gag agt ggg cct gga tec caa caa gtg tea gac .2064 

Gly Ala Ser Pro Ser Glu Ser Gly Pro Gly Ser Gin Gin Val Ser Asp 

67 5 680 68 5 

ttt gag gac aat ace tgc gaa atg aaa cca gga ace tgg tct gac gag 2112 

Phe Glu Asp Asn Thr Cys Glu Met Lys Pro Gly Thr Trp Ser Asp Glu 

690 695 700 

tct tec caa age gaa gat gca agg age agt aag cca get gec aaa aaa 2160 

Ser Ser Gin Ser .Glu Asp Ala Arg Ser Ser Lys Pro Ala Ala Lys Lys 

705 710 715 720 

aaa ggc tac cat gca agg tga 2181 

Lys Gly Tyr His Ala Arg 
725 



<210> 57 
<211> 726 
<212> PRT 

<213> Homo sapiens 
<400> 57 

Arg Ser Leu Pro Ser Gin Gin Met Val Asn Arg Leu Ser lie Pro Lys 
1 5 "10 15 

Pro Asn Leu Asn Ser Thr Gly Val Asn Met Met Ser Ser Val His Leu 
20 25 30 

Gin Gin Asn Asn Tyr Gly Val Lys Ser Val Gly Gin Gly Tyr Ser Val 
35 40 45 

Gly Gin Ser Met Arg Leu Gly Leu Gly Gly Asn Ala Pro Val Ser lie 
50 55 60 

Pro Gin Gin Ser Gin Ser Val Lys Gin Leu Leu Pro Ser Gly Asn Gly 
65 70 75 80 



Arg Ser Tyr Gly Leu Gly Ser Glu Gin Arg Ser Gin Ala Pro Ala Arg 
85 90 95 
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Tyr Ser Leu Gin Ser Ala Asn Ala Ser Ser Leu Ser Ser Gly Gin Leu 
100 105 110 

Lys Ser Pro Ser Leu Ser Gin Ser Gin Ala Ser Arg Val Leu Gly Gin 
115 120 125 

Ser Ser Ser Lys Pro Ala Ala Ala Ala Thr Gly Pro Pro Pro Gly Asn 
130 135 140 

Thr Ser Ser Thr Gin Lys Trp Lys He Cys Thr He Cys Asn Glu Leu 
145 150 155 160 

Phe Pro Glu Asn Val Tyr Ser Val His Phe Glu Lys Glu His Lys Ala 
165 170 175 

Glu Lys Val Pro Ala Val Ala Asn Tyr He Met Lys He His Asn Phe 
180 185 190 

Thr Ser Lys Cys Leu Tyr Cys Asn Arg Tyr Leu Pro Thr Asp Thr Leu 
195 200 205 

Leu Asn His Met Leu He His Gly Leu Ser Cys Pro Tyr Cys Arg Ser 
210 215 220 

Thr Phe Asn Asp Val Glu Lys Met Ala Ala His Met Arg Met Val His 
225 230 235 240 

He Asp Glu Glu Met Gly Pro Lys Thr Asp Ser Thr Leu Ser Phe Asp 
245 250 255 

Leu Thr Leu Gin Gin Gly Ser His Thr Asn He His Leu Leu Val Thr 
260 265 270 

Thr Tyr Asn Leu Arg Asp Ala Pro Ala Glu Ser Val Ala Tyr His Ala 
275 280 285 

Gin Asn Asn Pro Pro Val Pro Pro Lys Pro Gin Pro Lys Val Gin Glu 
290 295 300 

Lys Ala Asp He Pro Val Lys Ser Ser Pro Gin Ala Ala Val Pro Tyr 
305 310 315 320 

Lys Lys Asp Val Gly Lys Thr Leu Cys Pro Leu Cys Phe Ser He Leu 

325 330 335 

Lys Gly Pro He Ser Asp Ala Leu Ala His His Leu Arg Glu Arg His 
340 345 350 

Gin Val He Gin Thr Val His Pro Val Glu Lys Lys Leu Thr Tyr Lys 
355 360 365 

Cys lie His Cys Leu Gly Val Tyr Thr Ser Asn Met Thr Ala Ser Thr 
370 ' 375 380 



He Thr Leu His Leu Val His Cys Arg Gly Val Gly Lys Thr Gin Asn 
385 390 395 400 



Gly Gin Asp Lys Thr Asn Ala Pro Ser Arg Leu Asn Gin Ser Pro Ser 
405 410 415 
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Leu Ala Pro Val Lys 
420 

Lys Lys Arg Lys Leu 
4 35 

Glu Lys Pro Glu Glu 
450 

Glu Asp Asp Ser Tyr 
465 

Asn Lys Gin Pro Tyr 
485 

Ser Leu Trp Leu Trp 
500 

Arg Lys Lys Cys Val 
515 

Leu Gly Phe Asn Met 
530 

Phe Asp Ala Glu Trp 
545 

Val Asn Ala Ser Lys 
565 

Asp Asp Ser Ser Ser 
580 

Glu Ser Gly Ser Pro 
595 

Ser Asn Asp Asn Pro 
610 

Ala Ser Glu Ser Glu 
625 

Tyr Glu Thr lie His 
645 

Ala Ser Asp Ser Glu 
660 

Gly Ala Ser Pro Ser 
675 

Phe Glu Asp Asn Thr 
690 

Ser Ser Gin Ser Glu 
705 



Arg Thr Tyr Glu Gin Met 
425 

Asp Asp Asp Ser Asp Ser 
440 

Pro Val Val Leu Ala Leu 
455 

Glu Ala Arg Lys Ser Phe 
470 ' 475 

Pro Thr Arg Arg Glu lie 
490 

Lys Ser Asp lie Ala Ser 
505 

Arg Asp Cys Glu Lys Tyr 
520 

Lys Glu Leu Asn Lys Val 
535 

Leu Phe Glu Asn His Asp 
550 555 

Thr Ala Asp Lys Lys Leu 
570 

Asp Ser Phe Glu Asn Leu 
585 

Phe Asp Pro Val Phe Glu 
600 

Glu Glu His Val Leu Lys 
615 

Glu Lys Leu Asp Gin Lys 
630 635 

Leu Thr Glu Glu Pro Thr 
650 

Val Asp Gin Asp Asp Val 
665 

Glu Ser Gly Pro Gly Ser 
680 

Cys Glu Met Lys Pro Gly 
695 

Asp Ala Arg Ser Ser Lys 
710 715 



Glu Phe Pro Leu Leu 
430 

Pro Ser Phe Phe Glu 
445 

Asp Pro Lys Gly His 
460 

Leu Thr Lys Tyr Phe 
4 80 

Glu Lys Leu Ala Ala 
495 

His Phe Ser Asn Lys 
510 

Lys Pro Gly Val Leu 

525 

Lys His Glu Met Asp 
540 . 

Glu Lys Asp Ser Arg 
560 

Asn Leu Gly Lys Glu 
575 

Glu Glu Glu Ser Asn 
590 

Val Glu Pro Lys He 
605 

Val He Pro Glu Asp 
620 

Glu Asp Gly Ser Lys 
640 

Lys Leu Met His Asn 
655 

Val Glu Trp Lys Asp 
670 

Gin Gin Val Ser Asp 
685 

Thr Trp Ser Asp Glu 
700 

Pro Ala Ala Lys Lys 
720 



Lys Gly Tyr His Ala Arg 

725 
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<210> 58 

<211> 4193 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (492) . . (3116) 

<223> H7 human activity dependent neurotrophic factor 
III (ADNF III) clone 

<400> 58 



aaaaccagga 


ctatcggaca 


aaacctttct 


gctgcagcgc 


ttgtccattt 


tcctcaaaat 


60 


tcttctctgc 


ctacaaaagt 


catttccgca 


atgtccatag 


tgaagacttt 


gaaaatagga 


120 


ttctccttaa 


ttgcccctac 


tgtaccttca 


atgcagacaa 


aaagactttg 


gaaacacaca 


180 


ttaaaatatt 


tcatgctccg 


aacgccagcg 


caccaagtag 


cagcttcagc 


actttcaaag 


240 


ataaaaccaa 


aaatgatggc 


cttaaactta 


agcaggctga 


cagtgtagag 


caagctgttt 


300 


attactgtaa 


gaagtgcact 


taccgagatc 


ctctttatga 


aatagttagg 


aagcacattt 


360 


acagggaaca 


ttttcagcat 


gtggcagcac 


cttacatagc 


aaaggcagga 


gaaaaatcac 


420 


tcaatggggc 


agtcccctta 


ggctcgaatg 


cccgagaaga 


gagtagtatt 


cactgcaagc 


480 



gatgcctttt c atg cca aag tec tat gaa get ttg gta cag cat gtc ate 530 
Met Pro Lys Ser Tyr Glu Ala Leu Val Gin His Val He 
1 5 10 

gaa gac cat gaa cgt ata ggc tat cag gtc act gec atg att ggg cac 578 
Glu Asp His Glu Arg He Gly Tyr Gin Val Thr Ala Met He Gly His 
15 20 25 

aca aat gta gtg gtt ccc cga tec aaa ccc ttg atg eta att get ccc 626 
Thr Asn Val Val Val Pro Arg Ser Lys Pro Leu Met Leu lie Ala Pro 
• 30 35 ' 40 45 

aaa cct caa gac aag aag age atg gga etc cca cca agg ate ggt tec 674 
Lys Pro Gin Asp Lys Lys Ser Met Gly Leu Pro Pro Arg lie Gly Ser 
50 55 60 

ctt get tct gga aat gtc egg tct tta cca tea cag cag atg gtg aat 722 
Leu Ala Ser Gly Asn Val Arg Ser Leu Pro Ser Gin Gin Met Val Asn 
65 70 75 

cga etc tea ata cca aag cct aac tta aat tct aca gga gtc aac atg 770 
Arg Leu Ser lie Pro Lys Pro Asn Leu Asn Ser Thr Gly Val Asn Met 
80' " 85 90 

atg tec agt gtt cat ctg cag cag aac aac tat gga gtc aaa tct gta 818 
Met Ser Ser Val His Leu Gin Gin Asn Asn Tyr Gly Val Lys Ser Val 
95 100 105. 

ggc cag ggt tac agt gtt ggt cag tea atg aga ctg ggt eta ggt ggc 866 
Gly Gin Gly Tyr Ser Val Gly Gin Ser Met Arg Leu Gly Leu Gly Gly 
110 115 120 125 
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aac gca cca gtt tec att cct caa caa tct cag tct gta aag cag tta 914 
Asn Ala Pro Val Ser He Pro Gin Gin Ser Gin Ser Val Lys Gin Leu 
130 135 140 

ctt cca agt gga aac gga agg tct tat ggg ctt ggg tea gag cag agg 962 
Leu Pro Ser Gly Asn Gly Arg Ser Tyr Gly Leu Gly Ser Glu Gin Arg 
145 150 155 

tec cag gca cca gca aga tac tec ctg cag tct get aat gee tct tct 1010 
Ser Gin Ala Pro Ala Arg Tyr Ser Leu Gin Ser Ala Asn Ala Ser Ser 
160 165 170 

etc tea teg ggc cag tta aag tct cct tec etc tct cag tea cag gca 1058 
Leu Ser Ser Gly Gin Leu Lys Ser Pro Ser Leu Ser Gin Ser Gin Ala 
175 180 185 

tec aga gtg tta ggt cag tec agt tec aaa cct get gca get gec aca 1106. 
Ser Arg Val Leu Gly Gin Ser Ser Ser Lys Pro Ala Ala Ala Ala Thr 
190 195 200 205 

ggc cct ccc cca ggt aac act tec tea act caa aag tgg aaa ata tgt 1154 
Gly Pro Pro Pro Gly Asn Thr Ser Ser Thr Gin Lys Trp Lys He Cys 
210 215 " 220 

aca ate tgt aat gag ctt ttt cct gaa aat gtc tat agt gtg cac ttc 1202 
Thr He Cys Asn Glu Leu Phe Pro Glu Asn Val Tyr Ser Val His Phe 
225 230 235 

gaa aaa gaa cat aaa get gag aaa gtc cca gca gta gee aac tac att 1250 
Glu Lys Glu His Lys Ala Glu Lys Val Pro Ala Val Ala Asn Tyr He 
240 245 250 

atg aaa ata cac aat ttt act age aaa tgc etc tac tgt aat cgc tat 1298 
Met Lys He His Asn Phe Thr Ser Lys Cys Leu Tyr Cys Asn Arg Tyr 
255 260 265 

tta ccc aca gat act ctg etc aac cat atg tta att cat ggt ctg tct 1346 
Leu Pro Thr Asp Thr Leu Leu Asn His Met Leu He His Gly Leu Ser 
270 275 280 285 

tgt cca tat tgc cgt tea act ttc aat gat gtg gaa' aag atg gec gca 1394 
Cys Pro Tyr Cys Arg Ser Thr Phe Asn Asp Val Glu Lys Met Ala Ala 
290 295 300 

cac atg egg atg gtt cac att gat gaa gag atg gga cct aaa aca gat 1442 
His Met Arg Met Val His He Asp Glu Glu Met Gly Pro Lys Thr Asp 
305 310 315 

tct act ttg agt ttt gat ttg aca ttg cag cag ggt agt cac act aac 1490 
Ser Thr Leu Ser Phe Asp Leu Thr Leu Gin Gln ; Gly Ser His Thr Asn 
320 325 ' 330 

ate cat etc ctg gta act aca tac aat ctg agg gat gee cca get gaa 1538 
lie His Leu Leu Val Thr Thr Tyr Asn Leu Arg Asp Ala Pro Ala Glu 
335 340 " 345 

tct gtt get tac cat gee caa aat aat cct cca gtt cct cca aag cca 1586 
Ser Val Ala Tyr His Ala Gin Asn Asn Pro Pro Val Pro Pro Lys Pro 
350 355 360 365 
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cag cca aag gtt cag gaa aag gca gat ate cct gta aaa agt tea cct 1634 

Gin Pro Lys Val Gin Glu Lys Ala Asp lie Pro Val Lys Ser Ser Pro 

370 375 " 380 

caa get gca gtg ccc tat aaa aaa gat gtt ggg aaa ace ctt tgt cct 1682 

Gin Ala Ala Val Pro Tyr Lys Lys Asp Val Gly Lys Thr Leu Cys Pro 
385 390 395 

ctt tgc ttt tea ate eta aaa gga ccc ata tct gat gca ctt gca cat 1730 

Leu Cys Phe Ser lie Leu Lys Gly Pro lie Ser Asp Ala Leu Ala His 
400 405 410 

cac tta cga gag agg cac caa gtt att cag acg gtt cat cca gtt gag 1778 

His Leu Arg Glu Arg His Gin Val lie Gin Thr Val His Pro Val Glu 

415 420 425 

aaa aag etc acc tac aaa tgt ate cat tgc ctt ggt gtg tat acc age 1826 

Lys Lys Leu Thr Tyr Lys Cys He His Cys Leu Gly Val Tyr Thr Ser 

430 435 440 445 

aac atg acc gee tea act ate act ctg cat eta gtt cac tgc agg ggc 1874 

Asn Met Thr Ala Ser Thr He Thr Leu His Leu Val His Cys Arg Gly 

450 455 460 

gtt gga aag acc caa aat ggc cag gat aag aca aat gca ccc tct egg 1922 

Val Gly Lys Thr Gin Asn Gly Gin Asp Lys Thr Asn Ala Pro Ser Arg 
465 470 475 

ctt aat cag tct cca agt ctg gca cct gtg aag cgc act tac gag caa 1970 

Leu Asn Gin Ser Pro Ser Leu Ala Pro Val Lys Arg Thr Tyr Glu Gin 
480 485 490 

atg gaa ttt ccc tta ctg aaa aaa cga aag tta gat gat gat agt gat 2018 

Met Glu Phe Pro Leu Leu Lys Lys Arg Lys Leu Asp Asp Asp Ser Asp 

495 500 ' 505 

tea ccc age ttc ttt gaa gag aag cct gaa gag cct gtt gtt tta get 2066 

Ser Pro Ser Phe Phe Glu Glu Lys Pro Glu Glu Pro Val Val Leu Ala 

510 515 520 525 

tta gac ccc aag ggt cat gaa gat gat tec tat gaa gee agg aaa age 2114 

Leu Asp Pro Lys Gly His Glu Asp Asp Ser Tyr Glu. Ala Arg Lys Ser 

530 535 540 

ttt eta aca aag tat ttc aac aaa cag ccc tat ccc acc agg aga gaa 2162 

Phe Leu Thr Lys Tyr Phe Asn Lys Gin Pro Tyr Pro Thr Arg Arg Glu 
545 550 555 

att gag aag eta gca gee agt tta tgg tta tgg aag agt gac ate get 2210 

He Glu Lys Leu Ala Ala Ser Leu Trp Leu Trp Lys Ser Asp He Ala 
560 565 570 

tec cat ttt agt aac aaa agg aag aag tgt gtc cgt gat tgt gaa aag 2258 

Ser His Phe Ser Asn Lys Arg Lys Lys Cys Val Arg Asp Cys Glu Lys 

575. 580 585 

tac aag cct ggc gtg ttg ctg ggg ttt aac atg aaa gaa tta aat aaa 2306 

Tyr Lys Pro Gly Val Leu Leu Gly Phe Asn Met Lys Glu Leu Asn Lys 

590 J 595 600 " 605 
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gtc aag cat gag atg gat ttt gat get gag tgg eta ttt gaa aat cat 2354 

Val Lys His Glu Met Asp Phe Asp Ala Glu Trp Leu Phe Glu Asn His 

610 • 615 620 - 

gat gag aag gat tec aga gtc aat get agt aag act get gac aaa aag 2402 

Asp Glu Lys Asp Ser Arg Val Asn Ala Ser Lys Thr Ala Asp Lys Lys 

625 630 635 

etc aac ctt ggg aag gaa gat gac agt tec tea gac agt ttt gaa aat 2450 

Leu Asn Leu Gly Lys Glu Asp Asp Ser Ser Ser Asp Ser Phe Glu Asn 

640 645 650 

ttg gaa gaa gaa tec aat gaa agt ggt age cct ttt gac cct gtt'ttt 2498 

Leu Glu Glu Glu Ser Asn Glu Ser Gly Ser Pro Phe Asp Pro Val Phe 

655 660 665 

gaa gtt gaa cct aaa ate tct aac gat. aac cca gaa gaa cat gta ctg 2546 

Glu Val Glu Pro Lys lie Ser Asn Asp Asn Pro Glu Glu His Val Leu 

670 675 680 685 

aag gta att cct gag gat get tea gaa tct gag gag aag eta gac caa 2594 

Lys Val lie Pro Glu Asp Ala Ser Glu Ser Glu Glu Lys Leu Asp Gin 

690 695 700 

aaa gaa gat ggt tea aaa tac gaa act att cat ttg act gag gaa cca 2642 

Lys Glu Asp Gly Ser Lys Tyr Glu Thr lie His Leu Thr Glu Glu Pro 

705 710 715 

ace aaa eta atg cac aat gca tct gat agt gag gtt gac caa gac gat 2690 

Thr Lys Leu Met His Asn Ala Ser Asp Ser Glu Val Asp Gin Asp Asp 

720 725 730 

gtt gtt gag tgg aaa gac ggt get tct cca tct gag agt ggg cct gga 2738 

Val Val Glu Trp Lys Asp Gly Ala Ser Pro Ser Glu Ser Gly Pro Gly 

735 740 745 

tec caa caa gtg tea gac ttt gag gac aat ace tgc gaa atg aaa cca 2786 

Ser Gin Gin Val Ser Asp Phe Glu Asp Asn Thr Cys Glu Met Lys Pro 

750 755 760 765 

gga ace tgg tct gac gag tct tec caa age gaa gat gca agg age agt 2834 

Gly Thr Trp Ser Asp Glu Ser Ser Gin Ser Glu- Asp Ala Arg Ser Ser 

770 775 780 

aag cca get gee aaa aaa aag get ace atg caa ggt gac aga gag cag 2882 

Lys Pro Ala Ala Lys Lys Lys Ala Thr Met Gin Gly Asp Arg Glu Gin 

785 790 795 

ttg aaa tgg aag aat agt tec tat gga aaa gtt gaa ggg ttt tgg tct 2930 

Leu Lys Trp Lys Asn Ser Ser Tyr Gly Lys Val Glu Gly Phe Trp Ser 

800 805 810 

aag gac cag tea cag tgg aag aat gca tct gag aat gat gag cgc tta 2978 
Lys Asp Gin Ser Gin Trp Lys Asn Ala Ser Glu Asn Asp Glu Arg Leu 

815 820 825' 

tct aac ccc cag att gag tgg cag aat age aca att gac agt gag gat 3026 

Ser Asn Pro Gin lie Glu Trp Gin Asn Ser Thr lie Asp Ser Glu Asp 

830 835 840 845 
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ggg gaa cag ttt gac aac atg act gat gga gta get gag ccc atg cat 3074 

Gly Glu Gin Phe Asp Asn Met Thr Asp Gly Val Ala Glu Pro Met His 

850 855 860 

ggc age tta gec gga gtt aaa ctg age age caa cag gee taagtgccag 3123 

Gly Ser Leu Ala Gly Val Lys Leu Ser Ser Gin Gin Ala 
865 870 



gttccctggc 


attggtgaca 


tgctgcagcc 


tggaactctg 


atctccagtg 


tgactgcaaa 


3183 


gctgtcttct 


cactggtact 


gccttgtgag 


tactggttgg 


actgtggggc 


atgtggccgc 


3243 


tgcagttcca 


gtggttattt 


ctaagtctat 


gacaggacag 


gctgttcttg 


cttcagaacc 


3303 


ttctctgaca 


gaeaeggtaa 


ctaaatgtga 


aaaaccaata 


agctggtgac 


tcatgaatac 


3363 


acacgaggaa 


aagcagaggt 


ttattttatc 


tgecttttea 


acatttcttt 


ccctctgtga 


3423 


aatgattggt 


cagatgtctt 


tgagaagtgt 


taaactaatt 


cacatggtag 


tgtagggeca 


3483 


acatacaagc 


taccagtcta 


atgtgtatag 


tagactttgg 


gaaaagegat 


tttttttcat 


3543 


gtattcattc 


tgaatagttg 


aaatgtatat 


ttgtacagtc 


ttttagacct 


attcaagtga 


3603 


tgctcatgat 


cctgttactg 


tgtgcccatc 


atagatttct 


ttttttagtg 


ttgcccttgc 


3663 


tgtgtaataa 


acgctctatc 


tagtttacct 


agcaaaagct 


caaaactgeg 


ctagtatgga 


3723 


ct t tt tggac 


agacttagtt 


l l l gcaca l a 


acct tgt aca 


a t ct t gcaac 


agaggecage 


o/oJ 


caegtaagat 


atatatctgg 


actctcttgg 


attataggat 


ttttcttggt 


ctgaatatcc 


3843 


ttgacattac 


agctgtcaaa 


aacaaaaact 


ggtatttcag 


atctgttttc 


tgaaatcttt 


3903 


taagctaaaa 


teacatgeaa 


gaattgactt 


tgcagctact 


aattttgaca 


ccttttagat 


3963 


ctgtataaaa 


gtgtgttgtg 


ttgaagcagc 


aaaccaatga 


gtgetgeatt 


ttggatattt 


4023 


agttttatct 


ttagttcaac 


accatcatgg 


tggattcatt 


tataccatct 


aatatatgac 


4083 


acactgttgt 


agtatgtata 


attttgtgat 


ctttattttc 


cctttgtatt 


cattttaagc 


4143 


atctaaataa 


attgetgtat 


tgtgcttaat 


gtaaaaaaaa 


aaaaaaaaaa 




4193 



<210> 59 
<211> 874 
<212> PRT 

<213> Homo sapiens 
<400> 59 

Met Pro Lys Ser Tyr Glu Ala Leu Val Gin His Val He Glu Asp His 
15 10 15 

Glu Arg He Gly Tyr Gin Val Thr Ala Met He Gly His Thr Asn Val 
20 25 30 



Val Val Pro Arg Ser Lys Pro Leu Met Leu He Ala Pro Lys Pro Gin 
35 40 45 
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Asp Lys Lys Ser Met Gly Leu Pro Pro Arg lie Gly Ser Leu Ala Ser 
50 " J 55 60 

Gly Asn Val Arg Ser Leu Pro Ser Gin Gin Met Val Asn Arg Leu Ser 
65 70 75 80 

lie Pro Lys Pro Asn Leu Asn Ser Thr Gly Val Asn Met Met Ser Ser 
85 90 • 95 

Val His Leu Gin Gin Asn Asn Tyr Gly Val Lys Ser Val Gly Gin Gly 
100 105 110 

Tyr Ser Val Gly Gin Ser Met Arg Leu Gly Leu Gly Gly Asn Ala Pro 
115 120 " 125 

Val Ser lie Pro Gin Gin Ser Gin Ser Val Lys Gin Leu Leu Pro Ser . 
130 135 140 

Gly Asn Gly Arg Ser Tyr Gly Leu Gly Ser Glu Gin Arg Ser Gin Ala 
145 150 155 160 

Pro Ala Arg Tyr Ser Leu Gin Ser Ala Asn Ala Ser Ser Leu Ser Ser 
165 170 175 

Gly Gin Leu Lys Ser Pro Ser Leu Ser- Gin Ser Gin Ala Ser Arg Val 
180 185 190 

Leu Gly Gin Ser Ser Ser Lys Pro Ala Ala Ala Ala Thr Gly Pro Pro 
195 200 205 

Pro Gly Asn Thr Ser Ser Thr Gin Lys Trp Lys lie Cys Thr lie Cys 
210 215 220 

Asn Glu Leu Phe Pro Glu Asn Val Tyr Ser Val His Phe Glu Lys Glu 
225 230 235 240 

His Lys Ala Glu Lys Val Pro Ala Val Ala Asn Tyr lie Met Lys lie 
245 250 255 

His Asn Phe Thr Ser Lys Cys Leu Tyr Cys Asn Arg Tyr Leu Pro Thr 
260 265 270 

Asp Thr Leu Leu Asn His Met Leu lie His Gly Leu Ser Cys Pro Tyr 
275 280 285 

Cys Arg Ser Thr Phe Asn Asp Val Glu Lys Met Ala Ala His Met Arg 
290 295 300 

Met Val His lie Asp Glu Glu Met Gly Pro Lys Thr Asp Ser Thr Leu 
305 310 315 320 

Ser Phe Asp Leu Thr Leu Gin Gin Gly Ser His Thr Asn lie His Leu 
325 330 335 



Leu Val Thr Thr Tyr Asn Leu Arg Asp Ala Pro Ala Glu Ser Val Ala 
340 345 350 



Tyr His Ala Gin Asn Asn Pro Pro Val Pro Pro Lys Pro Gin Pro Lys 
355 360 365 
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Val Gin Glu 
370 

Val Pro Tyr 
385 



Lys Ala Asp lie 

375 

Lys Lys Asp Val 
390 



Pro Val Lys Ser Ser Pro Gin Ala Ala 

380 

Gly Lys Thr Leu Cys Pro Leu Cys Phe 
395 400 



Ser lie Leu 



Lys Gly Pro lie 
405 



Ser Asp Ala Leu Ala His His Leu Arg 
410 415 



Glu Arg His 



Gin Val He Gin 
420 



Thr Val His Pro Val Glu Lys Lys Leu 
425 430 



Thr Tyr Lys 
435 



Cys He His Cys 



Leu Gly Val Tyr Thr Ser Asn Met Thr 
440 445 



Ala Ser Thr 
450 



He Thr Leu His 
455 



Leu Val His Cys Arg Gly Val Gly Lys 
4 60 



Thr Gin Asn 
465 



Gly Gin Asp Lys 
470 



Thr Asn Ala Pro Ser Arg Leu Asn Gin 
475 480 



Ser Pro Ser 



Leu Ala Pro Val 
485 



Lys Arg Thr Tyr Glu Gin Met Glu Phe 
490 495 



Pro Leu Leu 



Lys Lys Arg Lys 
500 



Leu Asp Asp Asp Ser Asp Ser Pro Ser 
505 510 



Phe Phe Glu 
515 



Glu Lys Pro Glu 



Glu Pro Val Val Leu Ala Leu Asp Pro 
520 525 



Lys Gly His 
530 

Lys Tyr Phe 
545 



Glu Asp Asp Ser 
535 

Asn Lys Gin Pro 
550 



Tyr Glu Ala Arg Lys Ser Phe Leu Thr 
540 

Tyr Pro Thr Arg Arg Glu He Glu Lys 
555 560 



Leu Ala Ala 



Ser Leu Trp Leu 
565 



Trp Lys Ser Asp He Ala Ser His Phe 
570 575 



Ser Asn Lys 



Arg Lys Lys Cys 
580 



Val Arg Asp Cys Glu Lys Tyr Lys Pro 
585 590 



Gly Val Leu 
595 



Leu Gly Phe Asn 



Met Lys Glu Leu Asn Lys Val Lys His 
600 605 



Glu Met Asp 
610 

Asp Ser Arg 
625 



Phe Asp Ala Glu 
615 

Val Asn Ala Ser 
630 



Trp Leu Phe Glu Asn His Asp Glu Lys 
620 

Lys Thr Ala Asp Lys Lys Leu Asn Leu 
635 640 



Gly Lys Glu 



Asp Asp Ser Ser 
64 5 



Ser Asp Ser Phe Glu Asn Leu Glu Glu 
650 655 



Glu Ser Asn 



Glu Ser Gly Ser 
660 



Pro Phe Asp Pro Val Phe Glu Val Glu 
665 670 



Pro Lys He Ser Asn Asp Asn Pro Glu Glu His Val Leu Lys Val lie 
675 680 685 
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Pro Glu Asp Ala Ser Glu Ser Glu Glu Lys Leu Asp Gin Lys Glu Asp 
690 695 700 

Gly Ser Lys Tyr Glu Thr lie His Leu Thr Glu Glu Pro Thr Lys Leu 
705 710 715 720 

Met His Asn Ala Ser Asp Ser Glu Val Asp Gin Asp Asp Val Val Glu 
725 730 735 

Trp Lys Asp Gly Ala Ser Pro Ser Glu Ser Gly Pro Gly Ser Gin Gin 
740 745 750 

Val Ser Asp Phe Glu Asp Asn Thr Cys Glu Met Lys Pro Gly Thr Trp 
755 760 765 

Ser Asp Glu Ser Ser Gin Ser Glu Asp Ala Arg Ser Ser Lys Pro Ala 
770 775 780 

Ala Lys Lys Lys Ala Thr Met Gin Gly Asp Arg Glu Gin Leu Lys Trp 
785 790 795 800 

Lys Asn Ser Ser Tyr Gly Lys Val Glu Gly Phe Trp Ser Lys Asp Gin 
805 810 815 

Ser Gin Trp Lys Asn Ala Ser Glu Asn Asp Glu Arg Leu Ser Asn Pro 
820 825 ~ 830 

Gin lie Glu Trp Gin Asn Ser Thr lie Asp Ser Glu Asp Gly Glu Gin 
835 840 845 

Phe Asp Asn Met Thr Asp Gly Val Ala Glu Pro Met His Gly Ser Leu 
850 855 860 

Ala Gly Val Lys Leu Ser Ser Gin Gin Ala 
865 870 



<210> 60 
<211> 482 
<212> DNA 

<213> Mus musculus" 
<220> 

<221> promoter 
<222> (1) . . (482) 

<223> mouse activity dependent neurotrophic factor III 
{ ADNF III) promoter 

<400> 60 

aattgttggg tgatgagaaa gagagctgtt tgccttccgt gttggtcatc aaggtctgcg 60 

tgcattgcaa cagtgtcacc tgtgagttcc tgtgtctgaa gccgagaaga tccacaaaat 120 

gaggcttttc catagttggt ttgtgttttt aacaagaaaa tggagaggct ttttgtttgt 180 

ttttgttttt gtttttttgc ctctgacttc tctctgaaac cagccaacaa gtacaactag 240 

caatttttaa agatttagca agaacttgca ctgagttttc atttacagga gcacaaataa 300 

aaatatttga ttcaaaaatg catctgagtt cttttaattt ttcctgcagg agaaacctct 360 



54 



aaaagtcatt gccttgcaga gtttctggga atgcctgggg gaggagcctg gaacttgraa 420 
ctgcttgcct tgagtggcct tctcactctg gtttctgttc tgttttgttt cgtttgtttt 480 
tt 482 



<210> 61 
<211> 50 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> H6, H7 and H2 clone human activity dependent 

neurotrophic factor III (ADNF III) polymorphic 
region 

<220> 

<221> variation 
<222> (47) 

<223> polymorphic site a -> g transition 
<400> 61 

gagttaaact gagcagccaa caggcctaag tgccaggttc cctggcattg 50 



<210> 62 
<211> 50 
<212> DNA 

<213> Homo sapiens 
<220>- 

<223> H10 clone human activity dependent neurotrophic 
factor III (ADNF III) polymorphic region 

<220> 

<221> modif ied_base 

<222> (13) 

<223> n = unknown 

<220> 

<221> modif ied_base' 

<2 22> (16) 

<223> n *= unknown 

<220> 

<221> modif ied_base 

<222> (20) 

<223> n = unknown 

<220> 

<221> modif iedjoase 

<222> (40) 

<223> n = unknown 

<220> 

<221> variation 
<222> (47) 

<223> polymorphic site a -> g transition 
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<400> 62 

gagttaaact gancanccan caggcctaag tgccaggttn cctggcgttg 50 



<210> 63 
<211> 50 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> H3, H12 and H4 clone human activity dependent 
neurotrophic factor III (ADNF III) polymorphic 
region 

<220> 

<221> variation 
<222> () 

<223> polymorphic site a -> g transition 



<400> 63 

gagttaaact gagcagccaa caggcctaag tgccaggttc cctggcgttg 



50 



